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Accessing public genome sequence data

UCSC’s Genome Browser (“Golden Path”)
http://genome.ucsc.edu

NCBI's Map Viewer
http://www.ncbi.nlm.nih.gov/mapview/

Ensembl
http://www.ensembl.org
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Types of data integrated in genome browsers

Same starting material for all genome browsers: genomic sequence

Annotations calculated independently by each genome browser
Genes
RefSeq mRNAs (non-redundant)
GenBank mRNAs (redundant)
ESTs
Gene predictions
SIS
Homologous sequences from other organisms
STSs

Overview of genome sequencing strategies

Clone-by-clone shotgun sequencing Whole-genome shotgun sequencing

o e . e e

Nature Reviews | Genetics
Green ED. Strategies for the systematic

sequencing of complex genomes.
Nat Rev Genet. 2001. 2:573-83.
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Genome Sequence Assemblies

Complex algorithms needed to incorporate all sequence data

Assemblies updated periodically as new sequence becomes available
Mouse and human genomes assembled by NCBI
Other genomes assembled by sequencing centers or consortia

Assemblies not updated concurrently by the three Genome Browsers
“Pre-release” assemblies and annotations available at
UCSC: http://genome-test.cse.ucsc.edu/
pre!Ensembl: http://pre.ensembl.org/
UCSC and Ensembl provide access to older genome assemblies and
annotations; NCBI provides access only to old mouse and human data
IF YOU ARE COMPARING DATA FROM DIFFERENT GENOME
BROWSERS, MAKE SURE YOU ARE LOOKING AT THE SAME
VERSION OF THE ASSEMBLY

Genome Assembly Versions

- Same assembly? | UCSC NCBI

Human | Yes Mar 2006/hg18/Build | Build 36.1 | Build 36
36.1

Mouse YES Feb 2006/mm8/Build | Build 36.1 | Build 36
36

Rat V= Nov 2004/rm4/RGSC |RGSC 3.4 |RGSC 3.4
3.4

Zebrafish | NO Mar Build Zv6
2006/danRer4/Zv6 1.1/2v4

Rhesus | YES Jan 2006/rheMac?2/ Build 1.1/
v.1.0, Mmul_051212 |y 1.0,
Mmul_051
212
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NCBI Reference Sequences (RefSeqs)

NC_123456

NG_123456

Derived from primary GenBank submissions

Varying levels of validation, additional annotation, and

manual curation

Genomic Complete genomic molecules NT_123456 Genomic
including genomes,
chromosomes, organelles,

plasmids.

genomic
of BAC and/or Whole Genome
Shotgun sequence data

NW_123456 Genomic

Genomic Incomplete genomic region;
supplied to support the NCBI
Genome Annotation

pipeline Represents either
non-transcribed pseudogenes, or
larger regions representing a gene
cluster that is difficult to annotate
via automatic methods.

NZ_ABCD12345678 Genomic Automated

NM_123456

NM_123456789

NP_123456

NP_123456789

Transcript products; Mature
RNA (mRNA) protein-coding
transcripts.

Transcript products; 9-digit
expansion of accession series

XM_123456 Automated

Protein products; primarily
full-length precursor products but
may include some partial proteins
and mature peptide products.

Protein products; 9-digit
expansion of accession series

XP_123456 Protein

Protein Curation

NR_123456

XR_123456 Automated

RNA Mixed Non-coding transcripts including
structural RNAs, transcribed

pscudogenes, and others

http://www.ncbi.nlm.nih.gov/RefSeq/key.html

genomic
of BAC or Whole Genome
Shotgun sequence data

A collection of whole genome
shotgun sequence data for a
project.Accessions are not
tracked between releases. The
first four characters following the
underscore (¢.g.'ABCD')
identifies a genome project.

Transcript products; model
mRNA provided by the Genome
Annotation process; sequence
corrcﬁponm to the genomic
ontig.
Protein products; model proteins
provided by the Genome
Annotation process; sequence
corresponds to the genomic
contig.

Transcript products; model
non-coding transcripts provided

weoo1101 133 by amn  limemr mI 17-sEr-2006 Beta actin mRNA RefSeq
Homo sapiens actin, beta (ACTB), mRNA.
001101
[SOURCE Homo smpicr.ﬂ (human)
.‘ukarynL i McLazna, Chordata; Cxa'uata, Vertebrata; LuLcAcouanH
Mammalia; E h ; Primates; Hapl i
Cata:r’unn Homxn.dac; jomo .

ITLE Quantitative ACLln folding reacL)ons using yuu “cer purified via
an u}\.nrnal tag in the CCT3/gamma subunit

JOURNAL 11 Biol. 360 (2), 484~ 496 (2006)

REFERENCE 154 (bases 1 to 1793)

AUTHORS Vandckcxckrc\IC,JA and Weber, K.

TITLE Mammalian Cylopla.muc actins are the products of at least two genes
and differ in primary structure in at least 25 identified positions
from skeletal mu.yclc actins

COMMENT RE' ED REFSEQ: This record has been curated by NCBI staff. The
xc(eruncc sequence was derived from X00 and X63432
On Jun 8, 1999 this sequence version replaced gi:4501884
Summary: Beta actin is one of six different actin isoforms which
B is one of the two nonmuscle
Actins are highly conserved proteins that are
ity, .yl.r\lc'.utc and Anthrn.y. Alpha actins
coMpLs”r‘ans complete on the 1
Ccbs
/qcnc ”AC"‘B”
aceLyALrar"lnrasc cor\gAcx (pmid 10966108]"
/gc unction o e bind: protein
cyLGch;cL
/note="beta cytoskeletal actin; PS1TP5-binding protein 1"
/codon_start=1
/product="beta actin"
/protein_id="NP_001092.1"
/db_xref="GI
/db_xref
/db_xref
/db_xref
/db_xref
/db_xref:
VAL J IBE
RKYSVWIGGST: LI\SLS”FOOMW SKOEYD"SCPS vu\u(cF
ORIGIN
1 t
61 c t t t cgcgetegte gt getccggeat
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UCSC

View a region in the genome by querying with a gene symbol

8066 UCSC Genome Browser Home =

Back Reload Home | @ hup://genome.ucsc.edu/ v oG

UCSC Genome Bioinformatics
Genomes - Blat - Tables - Gene Sorter - PCR - Proteome - FAQ - Help

About the UCSC Genome Bioinformatics Site

This site contains the reference sequence and working draft assemblies for a large collection of genomes. It also provides a portal to the
ENCODE project.

‘We encourage you to explore these sequences with our tools. The Genome Browser zooms and scrolls over chromosomes, showing the work
of annotators worldwide. The Gene Sorter shows expression, homology and other information on groups of genes that can be related in many
ways. Blat quickly maps your sequence to the genome. The Table Browser provides convenient access to the underlying database. VisiGene
lets you browse through a large collection of in situ mouse and frog images to examine expression patterns.

News News Archives b

To receive announcements of new genome assembly releases, new software features, updates and training seminars by email, subscribe to the
genome-: mailing list.

8 September 2006 - Old Rhesus Assembly Archived L

The Jan. 2005 rheMacl draft assembly has been moved from the main Genome Browser website to our archive server. The data remain
available for browsing and downloading, although blat services are no longer supported.

8 August 2006 - New Opossum Assembly Available in Genome Browser

The UCSC Genome Browser now includes the latest draft assembly of the opossum genome. The Jan. 2006 release of Monodelphis domestica
(UCSC version monDom4) was sequenced and assembled by The Broad Institute, Cambridge, MA, USA.

This draft, which has approximately 6.5X coverage, has an assembly length of nearly 3.61 billion bp including gaps (3.50 billion bp without
gaps) ined on ct 1-8, X, and Un. The N50 of the genome including gaps is 104,359 bp; the N50 without gaps is 107,990.
The N50 size is the length such that 50% of the assembled genome lies in blocks of the N50 size or longer.

The monDomé4 sequence and annotation data can be downloaded from the Genome Browser FTP server or Downloads page. Please review the
guidelines for using the opposum assembly data.

Many thanks to The Broad Institute for providing these data. The UCSC opossum Genome Browser was produced by Hiram Clawson,
Archana Thakkapallayil, Ann Zweig, Kayla Smith and Donna Karolchik. The initial set of annotation tracks was generated by the UCSC
Genome Bioinformatics Group. See the Genome Browser Credits page for a detailed list of the organizations and individuals who contributed
to the release of this browser.

Done
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8066 Human (Homo sapiens) Genome Browser Gateway

Back v Forwa Reload Stop  Home @ hup://genome.ucsc.edu/cgi-bin/hgGateway v co (|Gl

Home Genomes Blat Tables Gene Sort

PCR FAQ Help
Human (Homo sapiens) Genome Browser Gateway

‘The UCSC Genome Browser was created by the Genome Bioinformatics Group of UC Santa Cruz.
Software Copyright (c) The Regents of the University of California. Al rights reserved.

clade genome assembly position or search term image width
|Vertebrate  ~|[Human  ~|[Mar. 2006 - |ADAM2 620 submit
Human reset the browser user interface settings to their defaults.
Chimp
Rhesus tracks | configure tracks and display | clear position |
Dog
Cow
Mouse
Rat
About the Human Mar. 2006 (hg18) a:0possum lences’
Chicken
The March 2006 human reference sequence (X. tropicalis .1) was produced by the International Human Genome Sequencing Consortium.
Zebrafish
o . Tetraodon
Sample position queries Fugu
A genome position can be specified by the ion number of a d ic clone, an mRNA or EST or STS marker, or a cytological band, a

chromosomal coordinate range, or keywords from the GenBank description of an mRNA. The following list shows examples of valid position queries for the
human genome. See the User's Guide for more information.

R G Browser R
chr7 Displays all of chromosome 7
20p13 Displays region for band p13 on chr 20

chr3:1-1000000 Displays first million bases of chr 3, counting from p arm telomere
chr3:1000000+2000 Displays a region of chr3 that spans 2000 bases, starting with position 1000000

D1653046 Displays region around STS marker D16S3046 from the Genethon/Marshfield maps. Includes 100,000 bases on each side as well.
RH18061;RH80175 Displays region between STS markers RH18061;RH80175. Includes 100,000 bases on each side as well. This syntax may also be used
for other range queries, such as between cytobands and uniquely-determined ESTs, mRNAs, refSegs, etc.

AA205474 Displays region of EST with GenBank accession AA205474 in BRCA1 cancer gene on chr 17
AC008101 Displays region of clone with GenBank accession AC008101
AF083811 Displays region of mRNA with GenBank accession number AF083811

Displays region of genome with HUGO Gene Nomenclature Committee identifier PRNP
NM_017414 Displays the region of genome with RefSeq identifier NM_017414
NP_059110 Displays the region of genome with protein accession number NP_059110

pseudogene mRNA  Lists transcribed pseudogenes, but not cDNAs
homeobox caudal Lists mRNAs for caudal homeobox genes

zine finper. Tists manv zinc fincer mMRNAs
Done
606 Human ADAM2 - UCSC Genome Browser v141
Back v forward - Reload Stop Home @ hup://genome.ucsc.edu/cgi-bin/hgTracks?clade=ver &hgsid=7752169 v Go (Gl

Known Genes

ADAM2 (NM _001464) at chr8 4936 - ADAM metallapeptxdase domain 2 proprotein

ADAM2 (BC064547) at chrB8:39 886 - ADAM2 protei

ADAM2 (BC034957) at chr8: 885 - ADAM2 proteln.

ADAM22 (NM, t chr 83 - ADAM metallopeptidase domain 22 isoform 1
ADAM22 (NM, r 64 - ADAM metallopeptidase domain 22 isoform 5
ADAM22 (NM x 383 - ADAM metallopeptidase domain 22 isoform 3

ADAM29 (NM r 5905 - ADAM metallopeptidase domain 29 preproprotein
ADAM28 (NM, i 50 - ADAM metallopeptidase domain 28 isoform

ADAM22 (NM, r 64 - ADAM metallopeptidase domain 22 isoform 4
ADAM20 (NM, r 485 - ADAM metallopeptidase domain 20 preproprotein
ADAM21 (NM hrl 374 - ADAM metallopeptidase domain 21 preproprotein
ADAM23 (NM 90922 - ADAM metallopeptidase domain 23 preproprotein
ADAM20 (AF029899) at chr 00588 27 255 - ADAM metallopeptidase domain 20

ADAM22 (BC036029) at chr' .8740150 2-87600049 - ADAM22 proteln.

ADAM22 (AF155381) at chr7:87401671-! B 791 al protein ADAM22 (Fraqment)

ADAM1B (AY358321) at chr8:39561257-3 740 - ADAM metallopeptidase domain

RefSeq Genes

ADAM?2 at chr@ = { 001464) ADAM metallopeptidase domain 2 proprotein

ADAM20 at chr 185 - (NM_003814) ADAM metallopeptidase domain 20 preproprotein
ADAM21 at chr 4 - (NM_003813) ADAM metallopeptidase domain 21 preproprotein
ADAM22 at chr e (NM_004194) ADAM metallopeptidase domain 22 isoform 4

ADAM22 at chr7: I - (NM_021721) ADAM metallopeptidase domain 22 isoform 5

ADAM22 at chr7: = - (NM_021722) ADAM metallopeptidase domain 22 isoform 2

ADAM22 at chr7: - | - (NM_021723) ADAM metallopeptidase domain 22 isoform 1

ADAM22 at chri: -87664383 - (NM_016351) ADAM metallopeptidase domain 22 isoform 3

ADAM23 at chr2: 3-207 22 - (NM_003812) ADAM metallopeptidase domain 23 preproprotein
ADAM28 at chr8: 525-2424 - (NM_021777) ADAM metallopeptidase domain 28 isoform 3
ADAM28 at chr8: 7525-2426 - (NM_014265) ADAM metallopeptidase domain 28 isoform 1

ADAM29 at chrd: 76134-176 05 - (NM_014269) ADAM metallopeptidase domain 29 preproprotein

Non-Human RefSeq Genes

AM2 at chr! 9723146-. 14902 - (NM_213957) fertilin beta

- (NM_174228) a disintegrin and metalloproteinase domain 2

- (NM_009618) a disintegrin and metalloprotease domain 2

- (NM_020077) a disintegrin and metalloprotease domain 2

4 - (NM_020330) a disintegrin and metalloprotease domain 21

97 - (NM_020330) a disintegrin and metalloprotease domain 21

- (NM_001007220) a disintegrin and metalloprotease domain 22

7/(m001007221)) e disintegrin and metalloprotease domain)23

(NM_011780) a disintegrin and metallopeptidase domain 23

2520055724 o (NM_001029899) a disintegrin and metalloprotease domain 23

50 - (NM_010086) a disintegrin and metalloproteinase domain 24

5353 ~ (NM_010086) a disintegrin and metalloproteinase domain 24

£9 - (N 010086) @ disintesrin and metalloproteinase domain 24
- (NM_011781) a disintegrin and metalloprotease domain 25

- (NM011781) a disintegrin and metalloprotease domain 25

- (NM_011781) a disintegrin and metalloprotease domain 25

- (NM_011781) a disintegrin and metalloprotease domain 25

- (MM 010085) a disintegrin and metalloprotease domain 26

|uv

25 2 3 3 0 3 s 3 3 3 s o 3 39
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©06 Human chr8:39,720,414-39,814,936 - UCSC Genome Browser vi41 o
Back v Forward - Reload Stop Home (@ hup://genome.ucsc.edu/cgi-bin/hgTracks?position=chr8:39720414-398. 7522 .matche ¥ Go [Q"
Home Genomes Blat Tables Gene Sorter PCR DNA Convert PDF/PS Help a

UCSC Genome Browser on Human Mar. 2006 Assembly

move <<<| <<| <|>|>> | >>>|zoomin 1.5x | 3x | 10x | base |zoomout 1.5x | 3x | 10x

position/search |chr8:39.720.414—39.814.936 jump | clear |size 94,523 bp. configure
l:ms pi1.22) mbmm:cﬂ
chra: Sa7sesan] 355000001

STS Markers on Genstic (blue) and Radiation Hubrid (black) Maps
5T Harkers|

=1

Bcasass7
BCasdseT

UGSC Knoun Genes Based on UniFrot, RefSeq, and GenSank mENA

Ferseq Genes

Hanmaian Gene Collection Full ORF mRNAs

Wunan RNAS From GenBank

T
) spliced ESTS|| | | I 1 ) [ | e [l
il b .%l L e Sy b
rat Bt——— i —— Ik 1 il
i e

armadillo I

L W= o5

| il |
| SNEs 1IN I.II\IIII II \II\II VI IH I WI\III () IiJ [} IIII\I\I LII\IH \I | |I| I\III II\IIIIII 1|

00 00 1 o 1 11
lick on a feature for details. Click on
move start base position to zoom in around cursor. move end
<[20 > |  Click on left mini-buttons for <o >|
track-specific options.

default tracks | hide all | add custom tracks | configure | refresh |
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.

Mapping and Sequencing Tracks

Base Position  SIIOMOSOME  STS Markers  FISH Clones Recomb Rate

dense | ,}:"de—J dense -] |HEell=] |REeEl~]

Map Contigs  Assembly Gap Coverage  BAC End Pairs
hide ~| hide  ~| hide  ~| hide ~| hide  ~/
Fosmid End Restr
Pairs GCPecent  ShortMalch s
[hiden =] hide | hide ~| m

Genes and Gene Prediction Tracks

Known Genes RefSeq Genes Other RefSeq MGC Genes Ensembl Genes
pack -/ pack ~| hide ~| pack -/ hide -/ —

8066 Human Gene ADAM? Description and Page Index |

Bk o oo S5 @ e -Gt g =C0645476hrt=C6F2G0 MY UCSC Known Gene details

T

Home Genomes Genome Browser Blat Tables Gene Sorter PCR FAQ Help
Human Gene ADAM2 Description and Page Index

Description: ADAM?2 protein.

Alternate Gene Symbols: NM_001464

Representative mRNA: BC064547 Protein: Q6P2G0

RdSeq Summary This gene encodes a member of the ADAM (a disintegrin and metalloprotease domam) family. Members cf this family are

pmvel.ns related to snake venom disintegrins, and have been i d in a variety of involving cell-cell and
cell-matrix i di ization, muscle devel and is. This member is a subunit of an integral sperm membrane glycoprotein
called fertilin, which plays an important role in sperm-egg interactions.
Position: chr8:39720414-39814886
Strand: -
Genomic Size: 94473
Exon Count: 17 CDS Exon Count: 16
Page Index [OMINIBIIT Seq \ i iRNA S }Pmtein }
Other Species GO Annotations mRNA Descnpuons‘Methods ‘

Quick Links to Tools and Databases

Genome Browser Gene Sorter VisiGene | Proteome Browser Table Schema| UniProt
Entrez Gene PubMed OMIM GeneLynx GeneCards |HGNC
CGAP Stanford SOURCE  ExonPrimer Ensembl Jackson Labs 'H-INV
Allen Brain Atlas

Sequence

|Genomic (chr8:39,720,414-39,814,886) mRNA (may differ from genome) Protein (579 aa)|

Microarray Expression Data

Expression ratio colors: | red high/green low ¥ Submit
GNF Expression Atlas 2 Data from U133A and GNF1H Chips

29
g

liadns
1ao-Wa
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6066

Back v Forward  Reload Stop  Home @ http://genome.ucsc.edu/cgi-bin/hgGeneZhgg. gene=BCO645478&ngg_prot=Q6P2GO_HUMA!

Human Gene ADAM2 Description and Page Index

! UCSC Known Gene details

Microarray Expression Data

Expression ratio colors: | red high/green low ¥ Submit
GNF Expression Atlas 2 Data from U133A and GNF1H Chips
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Human protein Q6P2G0 - UCSC Proteome Browser

6066

1

Back v

Forward ~ Reload Stop  Home

@ hup://genome.ucsc.edu/cgi-bin/pbTracks?proteiniD=Q6P2GO

UCSC Proteome Browser

Human protei

: Q6P2G0 ADAM?2 protein.

Move <<<| <<| <|>|>> [ >>>]

Current scale: FULL Rescaleto 1/6 | 1/2 | FULL | DNA

UCSC Proteome Browser

PDF, |

fA scate

T &3 Tiee

5%

AR Secuence  MHRVLFLLSGLGGLRNDSNFOSLPUQITUFY HoKHFLE Row

NEKDTESRDL SFKLQSVEHPRTISLESLAVILAGLLSLSH

Fotarity

v m n NN 1 [ 1 _mn | 1 n [ ] | | | | | SN RN B N § ES——

=

InterFro oonains Hudrophob ic ity Nunber of custeines Amino Acid Anonalies

o

5123456783910 -2.0

xplanation of Protein Property Histograms
UCSC Links:

1.0 0.0 1.0 200 MCHHYNFIDGKRTVFGERSL

o Genome Browser - BC064547
* Gene Details Page - BC064547

Hudrophob i< ity - — —— —_— e - ————— - - e —————————
custeines ] [}
grsisives -
AR Anonalies
A scate Lt 50 1188 150
xplanation of Protein Tracks
ot Hotecutar weisht Humber of Exons Fnino Acid Frequencies
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©06 Human chr8:39,720,414-39,814,936 - UCSC Genome Browser vi41 o
Back v Forward - Reload Stop Home (@ hup://genome.ucsc.edu/cgi-bin/hgTracks?position=chr8:39720414-398. 7522 .matche v Go (G
Home Genomes Blat Tables Gene Sorter PCR DNA Convert PDF/PS Help a

UCSC Genome Browser on Human Mar. 2006 Assembly

move <<<| <<| <|>|>> | >>>|zoomin 1.5x | 3x | 10x | base |zoomout 1.5x | 3x | 10x

position/search |chr8:39.720.414—39.814.936 jump | clear |size 94,523 bp. configure
l:ms pi1.22) mbmm:cﬂ
chra: Sa7sesan] 355000001

STS Markers on Genstic (blue) and Radiation Hubrid (black) Maps
5T Harkers|
UGSC Knoun Genes Based on UniFrot, RefSeq, and GenSank mENA

A

Ferseq Genes

Hammalian G

Tiection Full ORF mRNAE

BCo345Y
BCasdseT

Wunan RNAS From GenBank
Human

Hunan ESTs That Have Been Spliced
soricea EsTsII | I | 1 I [ 1 [ (Ml
Vertebrate MItiz Alignnent & Conservation (17 Species)

conservation

el b %l L T, Sy b

==
i

x_tropicatis
etradon) Simple NUcleot ide PO lumorphisns (dBSNP build 126)
swes 10000 o SRR T T
Kehaar ng & ldhant by kebestszir
LRI 0 00 T O 0111
lick on a feature for details. Click on
move start base position to zoom in around cursor. ~ move end

<[20 > |  Click on left mini-buttons for <o >|

track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.

Mapping and Sequencing Tracks
Base Position  SIIOMOSOME  STS Markers  FISH Clones Recomb Rate
dense - e =] dense | hide -/ [hide -
Map Contigs  Assembly Gap Coverage BAC End Pairs
;ide .djE y hide  ~| hide  ~| ;ide =~ hide  ~/
0SMIC Ml estr
Pairs Q}‘Q",qu%-‘m ,';’L""M?gh Enzymes
hide | ide | -| ide " -| hide |
Genes and Gene Prediction Tracks

Known Genes RefSeq Genes Other RefSeq MGC Genes Ensembl Genes
pack -/ pack ~| hide ~| pack -/ hide -/

6066 RefSeq Gene

| .
Back v Forward  Reload Stop  Home (@ hup://genome.ucsc.edu/cgi-bin/hgc?hgsid=77523841&0=39720413&1=398149368&g=r¢ UCSC Refseq Gene detal'S

RefSeq Gene
RefSeq Gene ADAM2

RefSeq: NM 001464.3 Status: it

CDS: 3' complete

OMIM: 601533

Entrez Gene: 2515

PubMed on Gene: ADAM2

PubMed on Product: ADAM 1 idase domain 2

AceView: ADAM2
Stanford SOURCE: NM 001464

Summary of ADAM2

This gene encodes a member of the ADAM (a disintegrin and metalloprotease domain) family. Members of this family are membrane-anchored proteins
structurally related to snake venom disintegrins, and have been implicated in a variety of biological processes involving cell-cell and cell-matrix interactions,

luding fertilization, muscle d and is. This member is a subunit of an integral sperm membrane glycoprotein called fertilin, which plays

T

an important role in sperm-egg interactions.

mRNA/Genomic Alignments
SIZE IDENTITY CHROMOSOME STRAND START END QUERY START END TOTAL
2640 100.0% 8 - 39720414 39814936 NM_001464 1 2640 2657

Position: chr8:39720414-39814936
Band: 8p11.22

Genomic Size: 94523

Strand: -

Alternate Name: ADAM2

CDS Start: complete

CDS End: complete

Links to sequence:

« Predicted Protein
* mRNA Sequence different from the genomic sequence.
« Genomic S from
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00 Genomic Sequence Near Gene

Back v Reload Home '@ http://genome.ucsc edu/:gw—bm/hgc’hgswdzﬁs2354l&g:hzccene\ncenome&w:NM_OOLA‘ UCSC Refseq Gene details

Home Genomes Genome Browser Blat Tables Gene Sorter PCR FAQ

Genomic Sequence Near Gene

Get Genomic Sequence Near Gene

Note: if you would prefer to get DNA for more than one feature of this track at a time, try the Table Browser using the output format sequence.

Sequence Retrieval Region Options:

~ Promoter/Upstream by 1000 bases
5'UTR Exons
 CDS Exons
3'UTR Exons
Introns
~ Downstream by |1000 bases
* One FASTA record per gene.

¢ One FASTA record per region (exon, intron, etc.) with [0 extra bases upstream (5') and [0 extra downstream (3")
[~ Split UTR and CDS parts of an exon into separate FASTA records
Note: if a feature is close to the beginning or end of a ch and d bases are added, they may be truncated in order to avoid extending
past the edge of the chromosome.
Q . .
q For Op
1000 nt upstream of ADAM2
« Exons in upper case, everything else in lower case.
< CDS in upper case, UTR in lower case.
< All upper case. >hgl8_refGene NM_001464 range=chr8:39814937-39815936
< All lower case. ggaag © -
~ Mask repeats: ¢ to lowercase © to N atg t. S aes
submit | t tggty t
g t atga
tt tagatgg
tttgg
ttg ttgtgagg 999tgg
gtgg g
tteg, ggagtgcagtggtaagyg 9!
t g g g
gtatittiagt tctcga
gatacy fatatt
gt g tgttg
tgttg gtggagtgctty
gcacy

UCSC

Add tracks to the Genome Browser
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Home Genomes

Blat Tables Gene Sorter PCR DNA Convert Ensembl NCBI
Ul enome Browser on Human May 2004 Assembly
move <<<| <<| <|>|[>> | >>>|zoomin 15x | 3x | 10x | base [zoomout 1.5x | 3x | 10x

BCo54547
‘RoRMz

Rerseq cenes

b Repeatiasker

epeatiasker. I |BBILLIN 00NN 100 1w | 1 111
ick on a feature for details. Click on
move start base position to zoom in around cursor. move end
<[20 >|  Click on left mini-buttons for <o >|
track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |
Use drop down controls below and press refresh to alter tracks display

Tracks with lots of items will automatically be displayed in more compact

PDF/PS Help

UCSC Genome Browser on Human May 2004 Assembly

move <<<| <<| <|>|>> | >>>|zoomin 1.5x | 3x | 10x | base |zoomout 1.5x | 3x | 10x

position/search |chr8:39.765.312—39.859.834 jump | clear | size 94,523 bp. configure
l:w«s pi1.22) mmbclmm:.:.]:l:cu

Eh 5800008 33esaese
STS Markers on Genstic (blue) and Radiation Hubrid (B1ack) Maps

ST Markers
UGSC Knoun Genes (June, §5) Based on UniFrot, RefSed, and GenBank mENA

g R
Rersea Genes
Hannalian Gene Collection Full ORF miAs
Ecossss
Ll BCo54547)
Lo Human fHouse /Rat /003
Ll Exonipnu |
ExonHalk Ale-Spiicing Transeripts

Hunan WRNAZ from GenBank
Hunan

Human ESTs That Have Been Spliced
Spliced ESTS| | i

HIR Conserved Transcription Factor Binding Sites

usHiEF2_08. 1

Ui a
V$MYB_aS_81 ]
L] I$MYE_Q6 1
Verteprate W1tz Alishent & Conservation
conservat ion
e uoJ iy MJ.LJ J H
i L ui |
rapbit f il )
(3
armadillo -:I:-ﬁiﬂ 1|| | |
i e el
chicken [
ot "
i T n
S imote tuctogt tde Fotumornnisns (apshe butia 1
L] EL TR ARIATN TN IHIIIII\ 1 IHIIII\IIIHHHHH HHII \IH HIIIIHH [
_

re
moyve start base posmon to zoom in around cursor. ~ move end

<f20 >|  Click on left mini-buttons for <o >|

track-specific options.

default tracks | hide all | add custom tracks | configure | refresh |
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.

Mapping and Sequencing Tracks
Base Position %ﬂ%mm STS Markers FISH Clones  Recomb Rate

dense ~| FEE ] dense ~|  [hide - hide  ~|

Map Contigs ~ Assembly Gap Coverage gi‘m End
hide ~| hide -/ hide ~| hide ~| Thide £
S:’f:“ﬂ GC Percent ,ﬁ : Short Match Restr Enzymes

Expression and Regulation 4
Allen Brain Atlas 2 GNFRatio Affy HuEx 1.0 Affy U133
hide - hide hide  ~| hide - hide |
U133Plu52 Affy U95 CpGIslands  FirstEF
hide -/ hlde hide -/ hide -/ hide -/
Sx Reg Affy Txn SGMO/EIO NHGRI
Potential Conserved Phase2 CD34 HS DNasel-HS
hide ~| full  ~ hide ~| hide ~| hide  ~|
Reg Potential 7 'hide PicTar
species dense miRNA
hide  ~| :‘;z;j" hide  ~|
full para

Conservation nserv o Fugu Blat Fugu Chain Fugu Net Ne
pack | [hide = hide ~| hide | hide
Tetraodon  Tetraodon  Tetraodon Net Zebrafish Chain Zebrafish Net
FIEE | hide 7] hide ~| hide -/ hide ~|
X. tropicalis X. tropicalis ~ Chicken . Opossum
Chai ; Chicken Net ;

ain Net Chain : Chain
hide | hide hide | hide ™ -| hide |

006 Human chr8:39,720,414-39,814,936 - UCSC Genome Browser vi41 |
Back v Forward v Reload Stop Home (@ http://genome.ucsc. gi g7 X =77541763&hgt. -3 UCSC TFBS Track
Home Genomes Blat  Tables Gene Sorter PCR DNA Convert Ensembl NCBI PDF/PS
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[CXe)XG) HMR Conserved Transcription Factor Binding Sites (VSHMEF2_|

Back v Reload Home @ http://genome.ucsc.edu/cgi-bin/hgc7hgsid=77541763&0=39844165&t=39844181&g=1fbsC UCSC TFBS TraCk details

Home Genomes Genome Browser Blat Tables Gene Sorter PCR FAQ
HMR Conserved Transcription Factor Binding Sites (VSHMEF2_Q6)

Transcription Factor Binding Site information:

Item: VSHMEF2_Q6
Transfac matrix link: M00406
Score: 874
zScore: 3.50
Strand: -
Position: chr8:39844166-39844181
Band: 8p11.22

Genomic Size: 16

View DNA for this feature

Transcription Factors known to bind to this site:

Factor: MEF-2A
Species: human
SwissProt ID: Q02078
Proteome Browser Entry

View table schema

Data last updated: 2004-12-14

Description

This track contains the location and score of transcription factor binding sites conserved in the human/mouse/rat alignment. A binding site is considered to be
conserved across the alignment if its score meets the threshold score for its binding matrix in all 3 species. The score and threshold are computed with the
Transfac Matrix Database (v8.3) created by Biobase. The data are purely computational, and as such not all binding sites listed here are biologically functional
binding sites.

In the graphical display, each box represents one conserved tfbs. Clicking on a box brings up detailed information on the binding site, namely its Transfac I.D., a
link to its Transfac Matrix (free registration with Transfac required), its location in the human genome (chromosome, start, end, and strand), its length in bases, its
raw score, and its Z score.

All binding factors that are known to bind to the particular binding matrix of the binding site are listed along with their species, SwissProt ID, and a link to that
factor’s page on the UCSC Protein Browser if such an entry exists.

UCSC

View features by changing the color of the genome sequence
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®006 Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v141 =

Back v Forward v Reload Home @ http://genome.ucsc.edu/cgi-bin/hgTracks?hgsid=77541763&NgL.right2 =%3E%3E+&position=chr8%3A39720414-39814936 v co'lGr

et 35800008 33esassel
STS Markers on Genetic (blue) and Radiation Hubrid (B1ack) Maps
STS Markers i
UGSC Knoun Genes (June, §5) Based on UniFrot, RefSed, and GenBank mRNA

Bcose7
oAz
BB

Ferseq Genes

€ 4 Human Ho

Exonkalk AIE-splicine Transcripts

Exermatk

Hunan WRNAZ from GenBank
Hunan

Hunan ESTs That Have Been Spliced
spliced ESTS| | | |
HIR Conserved Transcription Factor Binding Sites

usHiEF2_08.
USHOXRA_G2 |
ustve_gs_o1 !

I
Vertebrate MItiz Alignnent & Conservation

Ll

Simple Nucleatide Polunorpnisns (dbSNP build 125>
swes O IR U © 0T T VTG T
it e b

Repeatasker NN NN 1 1 OO B Tl
Click on a feature for details. Click on
move start base position to zoom in around cursor. move end
<20 > Click on left mini-buttons for <20 > |
275 R track-specific options. T T
default tracks | hide all | add custom tracks | configure | refresh |
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.

epeathasker
- —

Mapping and Sequencing Tracks
Base P Chromosome  g75 Markers FISH Clones  Recomb Rate
| dense ~ - |dense - hide - hide -
hide -
ios g BAC End
Map Contigs ~ Assembly Gap Coverage Pairs
hide  ~| hide - hide hide  ~| S
hide -
Ef;srmlﬂ GC Percent T‘YSS. Short Match Restr Enzymes

Extended DNA Case/Color Options

Use this page to highlight features in genomic DNA text. DNA covered by a particular track
below for details about color, and for examples. Tracks in "hide" display mode are not show:

Position |chr8:39,765,312-39,859,834 Reverse complement [~
Letters per line|60  Default case: < Upper © Lower _submit

[Track Toggle Under- 14 alic Red | Green Blue

Name Case |line

Chromosome Band (Ideogram) | I o o Jo

STS Markers r r rr o o o

Known Genes 3 r | 2ss o o

RefSeq Genes 5 T 255 o Jo

MGC Genes r r r o o o

Vega Genes r T o o o

Vega Pseudogenes T T o o Jo

Exoniphy r r i o o o

Human mRNAs \« T 255 o o

Spliced ESTs r r rr o o o = S

[ExonWalk ~ I~ L L L ‘L L chAchGcAGcgcrt‘gaggqr‘r" GCTGAGCAG! G f‘f‘/‘f‘f‘CACATGGC’Z‘T\’I}:.g(T;g
TFBS Conserved T 3 T o [255 o CCTGEGTCCCAGCCGEAATAAT GGTTACA GARGCGCGAGAT
Conservation r r rr o o o

SNPs r r o o o ccccatcafty
RepealMasker . T r ‘r r tC:thtCthth ctacctectc caaqcag%agttaattqtt

Green: Transfac TFBS

Yellow: mRNA + TFBS
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806

UCSC

Change the color of items in a track

Back v Reload

position/search |chr8:39,720,414-39,814,936 Jjump

Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v142

Home @ http://genome.ucsc.edu/cgi-bin/hgTracks

UCSC Genome Browser on Human Mar. 2006 Assembly

move <<<| << | <|>|>> | >>>|zoomin 15x | 3x | 10x

[ere oi1.22) N EED O N T W |

move start base position to zoom in around cursor. move end
<o > Click on left mini-buttons for <o >
track-specific options.
default tracks | hide all | add custom tracks | configure | refresh
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.
Mapping and Sequencing Track:
Base Position W STS Markers FISH Clones Recomb Rate
dense ~| = hide - hide - hide -
hide -
Map Contigs  Assembly Gap Coverage = BAC End Pairs
hide | hide - hide - hide | hide -
Variation and
SNPs Segmental Dups RepeatMasker M. Microsatellite
= Repeats S
dense | hide - dense ~ S hide  ~|
hide -
Self Chain
hide  ~
refresh 4

E S575a000] 35566600
UGSC Knoun Genes Based on UniProt, RefSeq, and GenBank mRNA

FoRiz

Rerseq Genes

e e Ty o S Ui

Human nRNAS from GenBank

Human nRNAS

Spliced ESTSN| | || I 11 | [ [l
il
==
o St
o5 s —sn o Mt
arnaa 192 PR 4
SIS ]

< iup1e NG leot sds PoTUROrEh iEs (SN bus 1 126)
E L T T e T A T TR
Repeat ing € lsnenta by Repeathasier
Repestussker I INNIIIN 1 0 - -
Click on a feature for details. Click on

base | zoom out 1.5x

clear | size 94,523 bp. configure |

v o [GF
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6066

SNPs Track Settings
Back v Forward v Reload

Home @ http://genome.ucsc.edu/cgi-bin/hgTrackUi?hgsid=78240810&g=snp126&c=chr8&snp125ColorSo| UCSC SNP Track detalls
Home Genomes Genome Browser Blat Tables Gene Sorter PCR FAQ Help
SNPs Track Settings

Simple Nucleotide Polymorphisms (dbSNP build 126)
Display mode: [full  ~| [Submit| |

Minimum Average Heterozygosity: [0
Maximum Weight: |3

Any type of data can be excl

ded from view by desel the checkbox below. Not all assemblies include values in all categories.
Location Type:
v Unknown | Range[~ Exactl~ Between~ R I onf R
Class:

 RangeDeletion

» Unknown - Single Nucleotide Polymorphism * In/Del |~ Heterozygous = Microsatellite - Named  No Variation ~ Mixed ~ Mnp [ Insertion [
Deletion

Validation:

 Unknown By Cluster~ By Frequency &~ By Submitter~ By 2 Hit/ 2 Allelel~ By HapMap
Function:

+ Unknown  Locus~ Coding - Synonymous~ Coding - Non-Synonymous+ Untranslated ~ Intron & Splice Site = Reference (coding)
Molecule Type:
 Unknown  Genomicv cDNA

SNP Feature for Color Specification:

Function

The selected feature above has the following values below. For each value, a selection of colors is available.
Unknown: | black

Locus: | black

Coding - Synonymous: | green ~| Coding - Non-Synonymous: red  ~| Untranslated: [black ~| Intron: [black ~|
Splice Site: | black ~| Reference (coding): | black ~|

View table schema

Description

This track contains dbSNP build 126, available from ftp.ncbi.nih.gov/snp.

Interpreting and Configuring the Graphical Display

Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v142
| http: / /genome.ucsc.edu/cgi-bin/hgTracks

Blat Tables Gene Sorter PCR DNA

Convert
UCSC Genome Browser on Human Mar. 2006 Assembly

UCSC SNP Track

<<<| <<| <|>|>> | >>> [zoomin 1.5x | 3x | 10x | base |zoom out 1.5x | 3x
position/search ‘chrB:39.720.414—39.514.936

jump | clear | size 94,523 bp
[enre wit.20 N EE NEED O W T W |

. _configure |

33750000] 33500000]
seliced ESTs|| | |l I | L oy
el L_L _LJhuu_ iy by
===z
i T = i
e T = a8k
4 ol iclatslob fobobobohss Lbete bl ket
rsaossssse\l rszswss:][ rszxzesse\‘ r52350053||r573$7353\ Ir‘slws755'll ‘r‘su A\I rs7844819 |
PG | T D) TERI| TR Tl Sl ed: non-synonymous S
e | )| Tostetie] [rassnss) rhumiemeut)) prisioew) Tozensae)
rs201976 | rs7017903| rs202005| rsi349546 | rs35912924| rs12674843| rs6415695 |
e | |Eaianl| e | i Fatemten Tl ) | rmeaetir)| Black: other SNPs
mesel || | i) | (el \nisisenl| | comitssre | Tepseates) | il ndeen)
rs701338¢ I rs663322 | rs13255131|  rs14s51741| rs125: | rsiy |
rs7013399 | rs663528 | r$10808925| rs1901336 | rs35016419 | r‘s 00302$|
smewsl ||| | ppmmel | | et reitis) sl | g
rs7013202 | 55591670 | rs12681344 | rs6991836 | 511384265 | r‘513253377\
mnse | ||| i) it
rs661832 | rs7a36189| rS25490434 |
rs673362 | rs7a3s4ss| rs35500783 |
rs674299 | rs3s721913|
e




NHGRI Current Topics in Genome Analysis 2006

Mining Genomic Sequence Data

UCSC

Find a chicken homolog of a human protein

806

Back v Forward v Reload

Search | Protein

Limits

~| for|np_001455

Display | Summary
Brief
All: 1| summary

Graphics
TinySeq XML
INSDSeq XML
LinkOut

Related Sequences
Conserved Domain Links
3D Domain Links
Gene Links

Genome Links
Genome Project Links
HomoloGene Links
Nucleotide Links

NIH cDNA clone links

00 A oo @
000 Ao o0

Preview/ndex | History | Clipboard | Details

| show|20 ~||Sort by Relevance
vlated Structures: 1[4
ports

1 2 proprotein [Homo sapiens]
5743080]

Search | Protein

Display | FASTA

1:
>gi[55743080 | re

e Y
° SProtein

Go | Clear |Save Search

Entrez Protein

3 hup:/ fwww.ncbi.nlm.nih.gov/entrez /query.fcg?CMD=Display&DB=protein

~[[Send to

Limits Preview/Index History
~| Show|20 ~|/Sendto =
Range: from |begin to Jend
NP_001455. Reports ADAM metallopepti...[gi:55743080]

£|NP_001455.3
MWRVLFLLSGLGCLRMDSNFDSLPVQITVPEKIRSIT
1

00
..0...' oo

NCBI Entrez Protein

My NCBI
Sign In] [Registd

BLink, Conserved Domains, Link]

©q

for |np_001455 Go Clear

Refresh

ADAM metallopeptidase domain 2 proprotein [Homo sapiens]
A KPYTVNLMOKNFLPENF
GIE] FEBVI

VLQFENV!
EKDIESRDLSFKL IEMEVT' ™ 16
LTNAIFVSFNITIILSSLELWIDENKI. TFL

HPRTISLESLAVILAQLLSLSMGITYDDI IMNPEATHFSGVKI

ENQPRL] IGETCCDIATC

3 CIDCV

GDKQCTD! E] KLICKYVGKFLLQIPRA
TIIYANISGHLCI. 1 LGYDCT

L] GC IPARLPERRYIEN FLFIPFFIIFC

VLIAT
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606 Chicken BLAT Search

e | UCSC BLAT search

FAQ Help

Home Tables Gene Sol
Chicken BLAT Search

BLAT Search Genome

Genome: Assembly: Query type: Sort output: Output type:
[ Chicken ~| [Feb.2004]~| [BLAT's guess ~| [query,score ~| [hyperlink |

9155743080 ref [NP_001455.3] ADAM metallopeptidase domain 2 proprotein [Homo
sapiens
HWRVLFLLSGLGGLRMDSNFDSLPVQITVPEKIRSIIKEGIESQASYKIVIEGKPYTVNLHQKNFLPH‘!F
TMKPLDQDFQNFCHYQGYIEG! FENVSYGT ERVI
YQV'KHI(KADVSLY‘NEKDIESRDLSFKLQSV‘EPQQDFAKYIEMHVIV‘EKQLY‘NHMGSDTTVVAQKVFQLIG
LTNAIFVSFNITIILSSLELWIDENKIA‘I‘TGEANELLHTFLRWK‘I‘S‘ILVLRPHDVAFLLVYREKS‘!‘IVGA
LEPRTISLESLAVILAQLLSLSMGITYDDI! 'CIMNPEAIHFSGVKI
FSNCSFEDFAHFISKQKSQCLH‘IQPRLDPFFKQQBV L LIGETCCDIATCR
‘EECDLPEYC! ENH‘IVQTGHPCGLNQWICIDGVCM
'GKI GNCGI! DNLQCGKLICK KFLLQIPRA
'TIIYANISGHLCIAVEF IGYDCTTDKCNDRGVCN‘IK
KHCHCSASYLPPDCSVOSDLWPGGSIDSGNFPPVAIPARLPERRYIENIYHSKPMRWPFFLFIPFFIIFC
AIMVKVNFQRKKWRTEDYSSDEQPESESEPKG

submit | I'm feeling lucky | clear

Paste in a query sequence to find its location in the the genome. Multiple sequences may be
searched if separated by lines starting with >' followed by the sequence name.

File Upload: Rather than pasting a sequence, you can choose to upload a text file containing the

Upload sequence: | Browse... | submit file

Only DNA sequences of 25,000 or fewer bases and protein or translated sequence of 10000 or
fewer letters will be p d. Up to 25 can be i at the same time. The total

limit for multiple sequence submissions is 50,000 bases or 25,000 letters.

s

For locating PCR primers, use In-Silico PCR for best results instead of BLAT.

About BLAT

BLAT on DNA is designed to quickly find sequences of 95% and greater similarity of length 40 bases or more. It may miss more divergent or shorter sequence
alignments. It will find perfect sequence matches of 33 bases, and sometimes find them down to 20 bases. BLAT on proteins finds sequences of 80% and greater
similarity of length 20 amino acids or more. In practice DNA BLAT works well on primates, and protein blat on land vertebrates.

606 Chicken BLAT Results

o e e | UCSC BLAT search

PCR FAQ Help

Home Genomes Tables Gene Sol

Chicken BLAT Results
BLAT Search Results
ACTIONS QUERY SCORE START END QSIZE IDENTITY CHRO STRAND START END SPAN
Ihrowserl letails NP_001455.3 44 539 600 735 71.6% Un ++ 635370 635555 186
s NP_001455.3 12 301 304 735 100.0% 1 ++ 67659709 67659720 12
browser details NP_001455.3 12 437 440 735 100.0% 1 ++ 67660117 67660128 12
browser details NP_001455.3 12 385 390 735 83.4% 1 ++ 67659961 67659978 18

UCSC Genome Browser on Chicken Feb. 2004 Assembly

move <<<| <<| <|>|>>|>>>|zoomin 1.5x | 3x | 10x | base |zoom out 1.5x | 3x | 10x |

position/search [chrUn:635,370-635,555 jump | clear | size 186 bp. configure |

Sso0T CE=r)

T a0 &3
ron giat search

NP _oo —
Rerseq Genes
Chicken mRNAZ fron Gensank

Chicken nRNAS
Chicken ESTS That Have Been Spiiced
Seicea EsTS
(G CKEN /HUAN/MOUSE /ORGS SUIL /P02 22E0 3F 51/ TELHA0UGN MATE 12 A11SANENES & Cons.

conservat ion

human

etraodon
Fusu AUz, 2062/Fr1) Translated B1at A1ismments
Fugu B1at
Human Car. 2886/h918) Alignuent Net
Human Net
SHPs from Beijing Genomics Institute
B0t swPs

Repeat ing Elements by Repeatmasker

Click on a feature for details. Click on
move start base position to zoom in around cursor. move end
<f20 > |  Click on left mini-buttons for <0 >
track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |
Chromosome Color Key:
|2-4|s| 7 18 9 10 11 A2 (AL 1516 17 18 (L]0 21X Y M Un
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.
Mapping and Sequencing Tracks
Base Position  Supercontigs Assembly  Gap BAC End Pairs
dense ~| hide  ~/ hide  ~/ hide | hide  ~|

GC Percent Quality Scores Isochores Contamination ~ Short Match

17



NHGRI Current Topics in Genome Analysis 2006
Mining Genomic Sequence Data

006 Chicken BLAT Results

Back Reload Home '@ http: //genome.ucsc.edu/cgi-bin/hgBlat UCSC BLAT Search

Home Genomes Tables GeneSorter PCR FAQ
Chicken BLAT Results

BLAT Search Results

ACTIONS QUERY SCORE START END QSIZE IDENTITY CHRO STRAND START END SPAN
browser] details INP_001455.3 44 539 600 735 71.6% Un ++ 635370 635555 186
browser details NP_001455.3 12 301 304 735 100.0% 1 ++ 67659709 67659720 12
browser details NP_001455.3 12 437 440 735 100.0% 1 ++ 67660117 67660128 12
browser details NP_0014, N "

;IP 00145503f Al of NP_001455.3 and chrUn:635370-635555

Click on links in the frame to the left to navigate through the alignment. Matching bases are colored blue a

sequence.
NP_001455.3
together mwrvifllsg lgglrmdsnf dslpvgitvp ekirsiikeg iesgasykiv iegkpytvnl 60
mkpldgdfan fchyg

mgknflphnf rvysysgtg qoyieg ypksvvmvst ctglrgvlgf 120

envsygiepl essvgfehvi yqvkhkkadv slynekdies rdlsfklgsv epqqdfakyi 180

1 vagkviqlig ltnaifvsfn itiilsslel widenkiatt 240

rphdvafllv yreksnyvga tfggkmcdan yaggvvlhpr 300

i ink imnp eaihfsgvki fsncsfedfa 360
aihfsgvk H

gsdtt:
1v.

nl
geanellhtf lrw)
tisleslavi 1

11sls

nEiskgksge lhngprldpf £ X
fkagsncaeg pccenclfms kermerpsfe ecdlpeycng ssascpenhy vgtghpegln 480
gwicidgvem sgdkgotdtf gkevefgpse cyshlnsktd vsgnegi a
GCGKLICKYv gkfllgipra iavefasd hadsgkmwiX DGTSCGsnK

g ylgydcttdk k 1 gsdl wpggsidsgn 660
fppvaiparl perryieniy hskpmrwpff lfipffiifc vliaimvkvn fqrkkwrted 720
yssdegpese sepkg

]
&
a
8
B
8
E

Anis

Chicken.chrUn :

ATCTGggeT GTGGAAAACT CATCTGCaca TACCcaaaac gagttccctt caccaaatta 635429
aagggt/CCA TCATCTATGC Tcaagtgcaa gaaCATCTGT Gogtgtcttt tgatgtaatg 635489
catgcaccct ccgggacaga toctctcotg ghtiAGCATC CCACCaaalC CGCTcccgga 635549
AAGCT.

Side by Side Alignment*

001615 N L Q@ C G K L I C K Y 001647
T >>>>>>
635370 aat catet tac 635402

001681 T I I Y A N I S G H L C 001716
>35>>> Q Vo E 555555
635436 accatcatctatgctcaagtgcaagaacatctgtge 635471

001768 X D G T S C G S N K V 001800
>33>>> K P G >33>>>
635523 aaggatggeacgaaatgcggteccggaaaggta 635555

UCSC

Add your own custom tracks
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8066 Human chrX:151,073,054-151,383,976 - UCSC Genome Browser v142

Back v Reload Home @ hup://genome.ucsc.edu/cgi-bin/hgTracks?cl 1

Add Your Own Custom Track

hrX%3A151%2C073%2C054-151% v Go | (Gl

Display your own custom annotation tracks in the browser using the procedure described in the custom tracks user's guide. For information on upload procedures and
supported formats, see the "Loading Custom Annotation Tracks" section below.

Annotation File: Browse... | Submit

browser position chr22:38496887-39496866

browser hide cytoBand

browser hide stsMap

browser hide gap

browser hide clonePos

browser full refGene

browser dense mrna

track name="scale' description="our peak"

chr22 38996887 38996888 peak

track name="Microsatellites" description="Microsatellites" color=0,128,0
chr22 38627059 38627060 D22S276
chr22 39005417 39005418 D22S307
track name="Genotyped SNPs" description="Genotyped SNPs" color=0,0,255
2 38518342 38518343 55146131

chr2 —

chr22 38705963 38705964 552941443 Base Fosiion] penseneel L
scate

Reset | Submit Microsatellites

Microsatellites

Genotuped SNPs
1 | I 1
Uncoming SHPs
| | 1
Knoun Genes (Nov 22, 94) Based on SHISS-PROT, TRrEMBL, WRNA, and RefSsa
AE025016 f——tHHH-HH 1Lt i
ADSL. il

Genotuped SNPs.

Click here to view a collection of custom annotation tracks contribute]

Upcoming SNPs |

GRAP2 1+===HH GFR24 |
E

LC25A17
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FLJ2S421
GRAF2. [S——
Loc113828
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senes H  HHHHHHE HH—+
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aog |
Nature Genetics: A user’s guide to the human genome,
Question 7 ugu
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UCSC Table Browser

Download track in text format
Retrieve DNA sequence covered by a track

Calculate intersections between tracks and view in the
Genome Browser. For example:

Show all RefSeq genes that contain only one exon

Show transcription factor binding sites that overlap (intersect) with a
SNP
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Table Browser

UCSC Table Browser:
RefSeq genes that
contain only one exon

Use this program to get the data associated with a track in text format, to calculate intersecti
See Using the Table Browser for a description of the controls in this form.

clade: | Vertebrate ~| genome: |Human ~| assembly: | Mar. 2006 -

group: | Genes and Gene Prediction Tracks ~| track:|RefSeq Genes ~.

~| describe table schema |

region: © genome ¢ position |chr22:38496887-39496866 lookup |
identifiers ( i paste list | upload list |
filter. Filter on Fields from hg18.refGene
intersection: create | bin is|ignored ~| |
correlation: create name [does  ~] match [+ AND
output format: | all fields from selected table ~| chrom [does  ~] match [+ AND
output file: (leave blank to keep outp | grang [does  ~] match [+ AND
file type returned: < plain text gzip compressed txStart is[ignored =] | AND
8 is |ignored -] AN
get output | summary/statistics | txEnd 9 K D
cdsStart s [ignored ~| | AND
To reset all user cart settings (including custom tracks), click here. cdsEnd is [ignored + ‘ AND
exonCount is|= R AND I
exondtarts | does ~] match "
exonEnds |does  ~| match [
id is|ignored ~| | AND
name2 |does  ~| match [+ AND
cdsStartStat |does  ~| match [* ~| AND
cdsEndStat [does  ~| match [* ~| AND
exonFrames |does [ match [
|AND +| Free-form query:
submit | cancel
> A B c D E F G H ] J K LM N o 3
1 #fiter: refGene.exonCount = 1
2 #bin  name chrom strand txStart  txEnd  cdsStart  cdsEnd  exonCount exonStarts exonEnds id name2  cdsStartStat cdsEndStat exonFrames
3 s NM_006S11 chrl  + 5858950 15860803 15858950 15860803 1 15856950, 15860803, O RSCIAL  cmpl incmpl )
4178 nMo002232  chrl - 111015832 111019178 111017226 111018954 1 111015832, 111019178, 0 KCNA3 cmpl emp o
5301 NMo01821 el - 239858750 239865855 239863720 239865691 1 239858750, 239865855, 0 CHML cmpl empl o
6585 M 001005484 chrl = 671 sses3  se871 1 59871, 0 OR4Fs  cmpl cmpl o
7 s87  NM001005221 chrl = 357521 358458 357521 358458 1 357521, 358458, 0 OR4F29  cmpl incmpl 0,
8 s87  NM_001005224 chrl + 357521 358458 357521 358458 1 357521, 358458, 0 OR4F3  cmpl incmpl 0,
9 s87  NM 001005277 chrl + 357521 358458 357521 358458 1 357521, 0 OR4FI6  cmpl inempl 0
10589 KM 001005221 chrl - 610960 611897 610960 611897 1 610960, 0 OR4F29 incmpl cmpl 0
111589 KM 001005224 chrl - 610960 611897 610960 611897 1 610960, 0 OR4F3 incmpl cmp 0
12589 NM_001005277 chrl - 610960 611897 610960 611897 1 610960, 0 OR4FI16 incmpl cmpl 0
131593 M 0BDOS  chrl - 1157507 1160281 1157521 1158511 1 1157507, 0 B3GALTE  cmpl cmpl 0
140607 NM0B0S31 i+ 2927905 2920325 2928110 2929244 1 2927905, 2929325, 0 ACTRT2 __cmpl cmol o

NCBI

View a genomic region between two STS marker




NHGRI Current Topics in Genome Analysis 2006
Mining Genomic Sequence Data

@66 NCBI HomePage
Back » Forward - Reload Stop Home |3 hutp://www.ncbi.nim.nih.gov/ v co Gl
((‘) NCBI National Center for Biotechnology Information
- National Library of Medicine National Institutes of Health
PubMed All Databases  BLAST OMIM Books  TaxBrowser _Structure
Search | All Databases. > for Go
SITE MAP » What does NCBI do? Hot Spots
Alphabetical List
Resource Guide Established in 1988 as a national resource for » Assembly Archive
About NCBI molecular biology information, NCBI creates
Aot public databases, conducts research in » Clusters of
NCBI computational biology, develops software orthologous groups
tools for analyzing genome data, and »
GenBank disseminates biomedical information - all for " Coffee Break,
equence the better understanding of molecular ﬁg’;’:ﬂ‘n?‘"”’e’
it processes affecting human health and
N disease. More
- More... » Electronic PCR
Literature
Books, and PubMed The I}:El Whole G;lnmellfsoci n (WGAY msnnn: » Entrez Tools
= provides researchers with access 1o genotype an
associated phenotype information that will help |
Molecul elucidate the link between genes and disease. For mrﬁ::;’("g;’gf'""
lolecular more information, click here to see the the WGA
databases resource page and click here 1o read the press
Sequences, release. » Human genome
structures, and === resources
taxonomy
» Influenza Virus
100 Gigabases. Resource
GenBank and its collaborating databases, the 'Map Viewer I
European Molecular Biology Laboratory and L
the DHA Data Bank of Japan, have reached a » dbMHC
milestone of 100 billion bases from over
165,000 organisms. See the press release or find » Mouse genome
more i ion on GenBank. resources
Data mining
PubMed Central > My NCBI
Research at E
An archive of li » ORF finder
® Free fulltext
@ Over 500,000 articles from over 200 journals || » Rat genome
@ Linked toPublded and fully searchable resources
Use of PubM ed Central requires no registration or fee.
engineering Access it from any computer with an Intemet connection. || » Reference
Tools, R&D, and sequence project
databases sAc
» SAGEmap
NCBI News
» SKY/CGH
R Summer 2006 News available online ~ 2ta0ase
FTP site » dbSNP.
@66 Map Viewer
Back » Forward - Reload Stop Home |3 http://www.ncbi.nim.nih.gov/mapview/ v co (Gl
@ NCBI Map Viewer
Genomic Biology Geneme Taxonamy Entraz BLAST Help

BLAST
BLAS

BLAST
BLAST

BLAST

BLAST

Nematode

Protozoa
BLAST
BLAST
BLAST

Search | Homo sapiens (human) Build 36

Vertebrates

Mammals
BLAST  Bos taurus (cow)
BLAST  Canis familiaris (dog)
BLAST  Felis catus (cat)

Homo sapiens (human) Build 36
Homo sapiens (human) Build 35
Macaca mulatta (hesus macaque)

BLAST  Mus musculus (mouse) Build 36
BLAST  Mus musculus (mouse) Build 35
BLAST  Ovis aries (sheep)
BLAST  Pan troglodytes (chimpanzee)
BLAST  Rattus norvegicus (rat)
BLAST  Sus scrofa (pig)
Other Vertebrates
BLAST  Danio rerio (zebrafish)
BLAST  Gallus gallus (chicken)
Invertebrates
Insects  5LAST
Anapheles gambiae (mosquito)

Apis mellifera (honey bee) Amel_4.0

Apis mellifera (honey bee) Amel_2.0
Drosophila melanogaster (fruit fly)
Tribolium castaneum (red flour beetle)
BLAST

Caenorhabitis elegans (nematode)
Echinoderms
Strongylocentrotus purpuratus (purple sea urchin)

BLAST

BLAST

Cryptosporidium parvum
Dictyostelium discoideur
Plasmoclum falciparum

for I|d851170 OR d8594 I Got

Switch to Graphical View

Plants 51451 Search all plant maps

BLAST  Arabidopsis thaliana (thale cress)
BLAST  Avena sativa (oat)

BLasT  Beta vulgaris (beet)

BLAST  Glycine max (soybean)

BLAST  Hordeum vulgare (barley)

BLAST  Lotus japonicus (Iotus)

BLAST  Lycopersicon esculentum (tomato)
BLAST  Manihot esculenta (cassava)
BLAST  Oryza sativa (rice)

BLAST  Triticum aestivum (wheat)

BLAST  Zea mays (corn)

Fungi ©BLAST Search all funai maps

BLAST  Aspergillus fumigatus
BLAST  Candida glabrata
Cryptococeus neoformans
Debaryomyces hansenii
Encephalitozoon cuniculi

Kluyveromyces lactis

Magnaporthe grisea

Neurospora crassa

Saccharomyces cerevisiae (baker's yeast)
BLAST  Schizosaccharomyces pombe (fission yeast)
BLAST  Ustilago maydis

BLAST  Yarrowia lipolytica

See more about Bacteri , Organelles (siasr), Viruses (sia:

The Map Viewer supports search and display of genomic information by chromosomal position. Regions of
interest can be retrieved by text queries (e.g. gene or marker name) or by sequence alignment (BLAST). View
results at the whole genome level, and select what to display in more detail. Multiple options exist to configure
your display, download data, navigate to related data, and analyze supporting information using the tools
provided. More
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8066 Entrez Genome view. =)

Back v Forward -~ Reload Stop Home & hitp:/ )\ bi.nlm.nih. _search.cgi? y=d8s11 v co G

NCBI Map Viewer

Pubbled Nudeotide Protein Genome Structure PopSet Taxonomy

Search for |d8s1170 OR d8s94 ‘on chromosomef(s) assembly | All Find

I Show related entries Help Map Viewer home

Homo i view BLAST search the human genome

Build 36.2 statistics  Switch to previous build

o ——

 ——
s e——

I ——

[

8 U
| ] m
[ O T R R I
I 10 b .
4 15 16 17 18 13 2@ 2 2 ¥ ¥ u

[l Search results for query "d8s1170 OR d8s94'

Chr Assembly Maich  Ma ps
8  reference all matches
D8S1170 SIS
D8594  D8S! STS STS
8  Celera all matches
D8S1170 D8S1170 STS STS
D8S94  D8S9%4 STS STS

Disclaimer | Wite to the Help Desk
NCBI | NLM | NIH

NCBI Map Viewer
Structuro
Find in This View Advanced Search
Hanengsnoe Homo sapiens Build 36.2 (Current) BLAST The Human Genome
overview page (Build
HZ) Chromosome:1234567[81910111213141516171819202122X Y MT
e e S Query: d8s1170 OR d8s94  [clear]
:,‘5 1)\,- Hor Master Map: STS Maps & Options
S SL Ul Region Displayed: 32M-44,400K bp Download/View Sequence/Evidence
Map Viewer Help Hs UniG2]X] Genes_seq2]X] ST ‘Marker
Human Maps Help 1 I 2R
FTP | RHI20054 ©-
Data As Table View [ ERMIG [R— STSN33323 ©- - -0 - - - - - N
Maps & Options.
e 458713 o G29276 Q- >
e | e <
= A A S D8s1170 o >
; fiiat)
HeoaTiS TENTips
L RH36053 Q- >
SHGC-110285 @ >
SHGC-156087 © »
| ™M RHI2ZIET o >
. F i AFMB283XF1 © - >
Tdeogran aon RCP 3679 O >
e RH35988 Q@ »
I 1 goe WI-17448 0 -0 -0 »
S e ME | CT0887 O - - - - - o - »
e SHGC-79887
Lot
@ default og | CHRNB3 23270 - - - - - - - >
® master S 7l G17210 Qs >
Locrassia -
. D8S94 (- »
RH67241 Q- >
" -
Summary of Maps:
Map 1: Homo sapiens UniGene Clusters Table View
Region Displayed: 32M-44,400K bp Download/View Sequence/Evidence
Total Transcript alignments On Chromosome: 0
UniGene Clusters Labeled: 50 Total Transcript alignments in Region: 702
Histogram Data: Tick Width=16, Max Hei (logarithmic scale)
Map 2: Genes On Sequence Table View
Region Displayed: 32M44,400K bp Download/View Sequence/Evidence
acs On ? ;
Gcncs Labclcd 50 Total Gcnes in chm 85 il
TP Table View
chmn Dlsplaycd 32M-44,400K bp Download/View Sequence/Evidence

Total STSs On Chromosome: 8517 [1 1 not locahwd]
STSs Labeled: 30 Total STSs in Regior
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Map Viewer Help

Human Maps Help

FTP

Data As Table View
Maps & Options

Compress Map Ml
Region Shown:

NCBI
Change the maps displayed on

NCBI Maps & Options

006 http://www.ncbi.nlm.nih.gov - Map Viewer

Organism: Homo sapiens

Chromosome: |8 Region Shown: [31998795.31 [44415851.6.

Available Maps: Maps Displayed (left to right):

Assembly:
reference hd

Org: [human ~|
---Sequence Maps--- 4 [] Phenotype
Ab initio o [R] STS
Assembly {] Gene

BES Clone ADD>> ‘

Clone
Component <<REMOVE
Contig

CpG Island

Ensembl Genes

More Options:

Show Connections ¥ Verbose Mode
Compress Map: [off ~| Auto Compress if >[350 px
Page Length: [30
Thumbnail View: & default (ideogram) ¢ master
_Ok | _Apply | Close

Change Assembly |

Move UP

Move DOWN |
Make Master/Move to Bottom

Toggle Ruler |

{[RTbefore map means ruler set)
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8066 Map Viewer
TBark- forward - Reload Stop Home £ http:/ bi.nlm. nih, g7TAXID=9606&C! 3199879/ 155{ NCBI Phenotype Map
w NCBI Map Viewer =
Entrez BLAST OMIM Taxonomy Structure ol
_Find | Find in This View Advanced Search
:\:‘xgﬁz’;ﬂg’;‘%u” W Homo sapiens Build 36.2 (Current) BLAST The Human Genome
mi‘)angenme Chromosome:1234567[81910111213141516171819202122 X Y MT
PRI Query: d8s1170 OR d8s94  [clear]
i) Master Map: Genes On Sequence Summary of Maps
L AL Region Displayed: 32M-44,400K bp
Map Viewer Help Pheno|X]  STS2IX] Gen!f.seqll Symbol o Links E Cyto Description
Human Maps Help s
23T, NRG1 + OMIM HGNC svprdlev mmhmsts bestRefSeq  8p21-p12 neuregulin 1
";i:; 7;::“’"‘;‘:” ) i FUTI0  + HGNCsvprdievmmhm  bestRefSeq 8pl2 10 (alpha (1,3)
£ . CBorfal HGNCsvprdlevmmhmsts bestRefSeq 8pl2 chromosome 8 open reading frame 41
Suttieeti” RNFI22  + bestRefSeq  8p12 ring finger protein 122
£ LOC728024 + protein 8pl12 similar to CG16865-PA
RABI1FIP1 + bestRefSeq  8p11.22 RABI11 family interacting protein 1 (class T)
ADRB3 + bestRefSeq 8pl12-p11.2  adrenergic, beta-3-, receptor
+ bestRefSeq  8p11.2 ash2 (absent, small, or homeotic)-like (Drosophila)
1 + OMIM HGNC svprdlevmmhmsts bestRefSeq 8pl11.2 steroidogenic acute regulator
i HGNCsvprdlevmmhm  bestRefSeq 8pl2 leucine zipper-EF-hand containing transmembrane pro
+ svprdlev mm bestRefSeq 8p12-p1123 FLIJ43582 protein
+ bestRefSeq  8pll transforming, acidic coiled-coil containing protein 1
o ‘ bestRefSeq  8p11.23 HuA serine peptidase 4
it I + bestRefSeq  8p11.23 ADAM metallopeptidase domain 9 (meltrin gamma)
H + bestRefSeq  8p21-p12 ADAM metallopeptidase domain 3a (cyritestin 1)
B bestRefSeq  8p11.22 ADAM metallopeptidase domain 18
I + bestRefSeq  8pl2-pll.l  secreted frizzled-related protein 1 ‘
@ default T [} ‘ bestRefSeq  8pl1.21 GINS complex subunit 4 (Sld5 homolog)
# master o 1| ' + bestRefSeq  8p11.21 NKG6 transcription factor related, locus 3 (Drosophila)
+ mRNA 8p11.21 hypothetical protein LOC728445
cionne + bestRefSeq  8p12 plasminogen activator, tissue
EE%%%EE . bestRefSeq  8p112 inhibitor of kappa light polypeptide gene enhancer in B
Egaaggﬁé + bestRefSeq  8p11.2-p11.1 dickkopf homolog 4 (Xenopus laevis)
e -SE%EZH + bestRefSeq  8pl1.21 cholinergic receptor, nicotinic, alpha 6
LT a0 + OMIM HGNC sv bestRefSeq  8p11.21 THAP domain containing, apoptosis associated protein
zniﬁ%’;:,, + bestRefSeq  8p11.21 ring finger protein 170
) s . + OMIMHGNC svprdlevmmhmsts bestRefSeq 8pl121 hook homolog 3 (Drosophila) ©
: ) V>

@66 Map Viewer I N
ke forvd Reoas Sp Hame 15 hup ] wncbima aro-seasacn-sanses=onel N CBI region between 2 genes
B ) Homo sapiens Build 36.2 (Current BLAST The Human Genome *|
Sogy - Pege Bl Chi 1234567(81910111213141516171819202122X Y MT
362) romosome:1234567([8]910111213141516171819202122XY ML
W B Query: dBs1170 OR d8s4 - not in this view, click here to see results  [clear]
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P P HIRA4 + HGNCsvprdlevmmhm  bestRefSeq 8pl123  HuA serine peptidase 4
";i:; T;:':ﬂ:‘:“ J L ) TM2D2  + OMIMHGNC svprdievmmhmsts bestRefSeq 8p1123  TM2 domain containing 2
Compross Mep Il w29 E ADAMY + OMIMHGNC svprdlevmmhmsts bestRefSeq 8p1123  ADAM metallopeptidase domain 9 (meltrin gamma)
Region Shown: . { ADAMR + HGNCsvprdlevmmhm  bestRefSeq 8p1123  ADAM metallopeptidase domain 32
38,950K an.am .
essoc_ I IMDCH + svprdlevmmbm  bestRefSeq 8pl123  tMDCII
sl T
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-
e 1 ADAMIS + HGNCsvprdievmmhm  bestRefSeq 8pl122  ADAM metallopeptidase domain 18
- SHGC-T11.0 i ADAM2 + OMIMHGNC svprdlevmmhmsts bestRefSeq 8p11.2 ADAM metallopeptidase domain 2 (fertilin beta)
-
e §E§§§§§:ﬁ . INDO  + OMIMHGNC svprdlevmmhmsts bestRefSeq 8pl12-pll  indoleamine-pyrrole 2,3 dioxygenase
PO 2 e INDOL1  + HGNC svprdlevmmhmsts  protein 8pl121 i ine-pyrrole 2,3 di like 1
]
04 Tpseases C8orf4  + OMIMHGNCsvprdlevmmhmsts bestRefSeq 8pl12  chromosome 8 open reading frame 4
0.2n] ToRE32E
—
o
@ default
#® master o
=
o
E ZMAT4 HGNC sv prdl hy RefSeq 8pl121  zincfi i 4
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NCBI

View additional information about a gene

©00 Map Viewer o
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Xe)a) e T
Back v Forward - Reload Stop Home |5 hup:/) bi.nlm.nih y.fe |_reportglist_uids=2515 l Entl‘eZ Gene
- > =
<2 NCBI Entrez Gene === i oo

Pubivod Nockeotido Proon ‘Gonorma
Search | Gene | for| Go | Clear

Limits | Preview/index | History | Clipboard | Details |

Display | Full Report ~|show|5  ~[[Sendto ]

All: 1 | Current Only: 1| Genes Genomes: 1| SNP GeneView: 1

["1: ADAM2 ADAM metallopeptidase domain 2 (fertilin beta) [Homo sapiens] f) Entrez Gene Home
GenelD: 2515 Primary source: HGNC:198 updated 17-Sep-2006 = Table Of Contents

B
Summary 24 gﬂ::fcymg\:n;, transcripts.
enarnic corte:
ial Symbol: ADAM2 and Name: ADAM metallopeptidase domain 2 (fertilin beta) provided by HUGO Gene Nomenclatre Committee Bibliography
See related: HPRD:03322, MIM:601533 e
g:e type: pxgz }&ozding gtn:ul wn;:ln infomnation
e name: eference Sequences

Gene description: ADAM metallopeptidase domain 2 (fertilin beta) e |
RefSeq status: Reviewed
Organism: Homo sapiens T
Lineage: Eukaryota; Metazoa; Chordata; Craniata; ; i ia; Eutheria; ires; Primates; Hap ini; Catarrhini; C 4D

lomo Genome
Gene aliases: FTNB; PH30; CRYN1; CRYN2; PH-30b ﬁs,?;;‘é'!ﬁ
Summary: This gene encodes a member of the ADAM (a disintegrin and metalloprotease domain) family. Members of this family are membrane-anchored proteins T Yoy
structurally related to snake venom dlsmwgnns and have been implicated in a variety of biological processes involving cell-cell and cell-matrix interactions, including Nucleotide

muscle ‘This member is a subunit of an integral sperm membrane glycoprotein called fertilin, which plays an important role in oMM

Fulltextin PMC
sperm-egg interactions. Frobe

prot
Genomic regions, transcripts, and products 2@ Putided
Fubled(GeneR)
(minus strand) RefSeq below
HC_000008.9 SN Ganetow
ssen496 ] <ssr0s1 ] Taxonomy
5 3 UrisTS
W onga6s.s Ne_001455 _proprotein Aceview
B - coting resion 1 - untranslated resion Evidence Viever
DB
A
Genomic context Seec ADAM? in MapViewer 2P e
chromosome: 8; Location: 8p11.2 Modellaker
UniGene
Cassarrat [asszzrsh Lnkout
+__Entroz Gene Info
fonA Rons ~ [T j Feedbeck !
Bibliography Gene References into Function (GeneRIF):  Submit 24
PubMed links
Interactions 2®
Description ..
ADAM2 Product Interactant Other Gene Complex Source Pubs
Done Z
6066 Gene |
Back v Forwa Reload Stop  Home | &3 hutp:// bi.nim.nih. y.fe _report&list_uids=2515 l Entl‘eZ Gene
General gene information 2@ =
Markers
RH70674(c-PCR) (Links: UniSTS:33582)
Alternate name: U52370
SHGC-111659(c-PCR) (Links: UniSTS:168466)
ADAM2_2713(c-PCR) (Links: UniSTS:462012
GeneOntol
Provided by GOA
ction Evidence
integrin binding TAS PubMed
metalloendopeptidase activity IEA
protein binding IEA
Process
cell adhesion IEA
fusion of sperm to egg plasma membrane TAS PubMed
proteolysis IEA
Component
integral to plasma membrane TAS PubMed
membrane IEA
Homology:
Mouse, Rat
Map Viewer 1|
General protein information 2
Names: ADAM metallopeptidase domain 2
fertilin beta; a disintegrin and i domain 2; a disintegrin and i domain 2 (fertilin beta)
NCBI Reference Sequences (RefSeq) 2@
mRNA Sequence NM 001464
Source Sequence BG719616.B1460477,U38805
Product NP_001455 ADAM metallopeptidase domain 2 proprotein
Conserved Domains (4) summary
pfamOlAZl chmlvsin Reprolysin (M12B) family zinc metalloprotease
178 - 375 Blast Score: 626
QfamOlSGZ Pcp MI2B propep: Reprolysin family propeptide
Location: 62 - 174 Blast Score: 362
smart00050: DISIN: Homologues of snake disintegrins : Snake disintegrins inhibit the binding of ligands to integrin receptors
Location: 393 - 470 Blast Score: 281
smart00608: ACR; ADAM Cysteine-Rich Domain;
Location: 472 - 609 Blast Score: 375
.
Related Sequences 24
Nucleotide Protein
Genomic AC136365 None
Genomic  AP005902 (96106..113980, complement) None
mRNA  AJ133005 CAB40813
mRNA  BC034957 AAH34957
mRNA  BC064547 AAH64547
mRNA  BG719616 None
mRNA  BI460477 None b4
Done Z
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OMIM - A DISINTEGRIN AND METALLOPROTEINASE DOMAIN 2; ADAM2 |

Back v Forward

<3 NCB

MIM *601533

EditHistory
 Gene map

Entrez Gene
iNomenclature
RefSeq

G GenBank

P Protein

UUniGene

LinkOut

Reload Stop  Home | & hup://y bi.nim.nih. gi7id=601533 v co G OMIM

oMIM . @ i r
Ouline Mendelian Inhieritance in Man A% sineniy
Search | OMIM | for Go | Clear
( Limits | Preview/index | History | Clipboard | Details |
Display | Detailed | show|20 ~[[Sendto  ~]
All:1 | OMIM dbSNP: 0| OMIM UniSTS: 0 |5
601533 Links
A DISINTEGRIN AND METALLOPROTEINASE DOMAIN 2; ADAM2
Alternative titles; symbols
FERTILIN, BETA; FTNB
PH30 |

Gene map locus 8p11.2
TEXT
DESCRIPTION

The ADAMs (a disintegrin and metalloprotease domain) are a family of type I transmembrane glycoproteins that share homology with snake venom metalloprotease/disintegrins
and sperm surface proteins. They are important in diverse biologic processes such as cell adhesion and proteolytic shedding of cell surface receptors. Structurally, ADAMs consist
of a prodomain that blocks protease activity; a zinc-binding domain; disi in and cysteine-rich domains with adhesion activity; an epidermal growth factor
(EGF 131530)-like domain with cell fusion activity; a ‘domain; and a phospl ic regulatory domain. For a review of the ADAM gene family, see
Primakoff and Myles (2000). g

CLONING

Gupta et al. (1996) cloned human fertilin-beta (ADAM?2). Using a guinea pig fertilin-beta cDNA as a probe to screen a human testis cDNA library, they obtained the 5-prime end
of the human fertilin-beta cDNA using RACE PCR. The complete human fertilin-beta cDNA contains an open reading frame of 2,199 bp and a 380-bp 3-prime untranslated
region. Gupta et al. (1996) compared the sequence of human fertilin-beta to related proteins and found metalloprotease, disintegrin, cysteine-rich, EGF-like repeat and
transmembrane domains, a structural organization consistent with other members of the metalloprotease/disintegrin ly. The amino acid sequence of the mature human
fertilin-beta is 90% 1dcnucal to monkey fertilin and 56 to 59% identical to mature mouse and guinea pig fertilin-betas. Gupta et al. (1996) performed Northern blot analysis of
human fertilin-beta which detected a 3.2-kb transcript only in testis RNA, suggesting that human fertilin-beta may be specific to the testis. @

Independenty, Burkin et al. (1997) cloned a human FTNB cDNA. They stated that the cDNA encodes a predicted 735-amino acid precursor protein from which the signal
sequence (amino acids 1 to 16) and metalloprotease domain (amino acids 17 to 382) arc cleaved during maturation.

GENE FUNCTION

Gupta et al. (1996) stated that most snake venom disintegrins contain the consensus integrin-binding sequence RGD. They noted that guinea pig, mouse, monkey, and human
fertilin-betas contain tripeptide sequences TDE, QDE, FDE, and FEE at this location, respectively. These tripeptides are believed to mediate interaction with an integrin on the

surface of the egg and thus mediate sperm/egg bmdmg (]

6066

Back v Forward -~ Reload Stop Home & hitp:/ )\ bi.nlm.nih. y.fe

o HomoloGene

Search | HomoloGene fm‘l Clear

( Limits | Preview/index | History | Clipboard | Details |

~|show|20 ~[[Sendto  ~]

Display [ HomoloGene
(

All:1 | Fungi: 0 | Mammals: 1 %]

[ 1: HomoloGene:1127. Gene conserved in Eutheria Download, Links

Genes Proteins

Genes identitod as putatie homologs of one anather Proteins used in e comparisons and their

during the construction of HomoloGé consarved domaln SOMEShIES.

| H.sapiens ADAM2 s NP_001455.3
ADAM metallopeptidase domain 2 (fertilin beta) 735 aa

s P.troglodytes ADAM2 s XP_519722.1
ADAM metallopeptidase domain 2 679aa

&1 C.familiaris LOCA475576 S| XP_532795.2
similar to ADAM zcr:ecuvsov (A disintegrin and 88faa
?&Ma\lopmelr\ase main 2) (Fertilin beta subunit)

& M.musculus Adar S| NP_033748.1
Y Gintanin and mallopepidase domain 2 735 aa

Hiii

s Runorvegicus Adam2 s NP_064462.1
a disintegrin and metalloprotease domain 2 739 aa

Alignment Scores Conserved Domains
Cons:

Various evolutionary parameters derived from pairwise erved Domains from COD found in protein sequences
algnments have been saved. by rpsblast searching.
Show Table of Pairwise Scores
S| smart00050
Alignments can be regenerated using BLAST for any = DISIN. DISIN
selected pair of proteins. s smart00608
= ACR. ACR
Reger ite Alig it s1 pfam01562
nerate Allgnments Pep_M12B_propep. Pep_M128_propep
[NP_001455.3(.sapiens. ADAM2) =] ol plamotizt
|XP_519722.1(P.troglodytes. ADAM2)  ~| = Reprolysin. Reprolysin

[ BAST |

Related Homology Resources

Links to cwaredand ted homology information found
in other database:

51| MGI:1340894

Phenotypes rthols f i

logy group for M.musculus Adam? includes
Pheno'mc ”’/Waﬂwéa/g b{;’: egeﬂes in this entry imported H.sapiens ADAM2 and R.norvegicus Adam?2.
Done

_u.wmyi HomoloGene (hm)
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NCBI

Zoom in to view finer detail

006 Map Viewer
Back v Reload Home | http: //www.ncbi.nlm.nih. gov/mapview/maps.cg?T AXID=9606&CHR = 8&QSTR =85 1170%200R%20d8594 &QUERY=uid(1277| N C BI S N P ma p
T
m
Find Find in This View Advanced Search |
mm:‘:mua Homo sapiens Build 36.2 (Current) BLAST The Human Genome
-;4'52' Chromosome: 1234567[8191011121314151617 1819202122 X Y MT
juman genome o N
m,,,w:,, [NEAN Query: d8s1170 OR d8s94 - not in this view, click here to see results  [clear]
Lahl) "8 Master Map: Variation Summary of Maps
- ) Region Displayed: 38,950K-41,290K bp
Map Viewer Help Pheno2lX]  sTS2IX| Genes_seq2)X] variationX] Map Gene  Het
Human Maps Help 1 4 0 oo
FTP o 3 188 variations
Data As Table View o
L1737 170 variations
[Maps & Options a9, ThiER0ke
Eaadd 200 variations
a9.m
175 variations
0.0 Lonee-147.. 1 181 variations
R 3
P e 3 237 variations
T 3 270 variations
a9.5n] ™ 3
159 variations
sswen s 189 variations
39.7m “* ][> Recenter 226 variations
Bt 1 b zoom in x2 176 variati
. | s | | Zoom in x4 vaniations
Toeeizts, » Zoom in x8 226 variations
i ‘> Zoom out x2 300 variations
> show 10m
oy ToesE » Show 1M 535 variations U
T | show 100k 305 variations
4043 T anaes > Show 10K
o » Show Seaquence 320 variations
J; tem——" 252 variations
: 233 variations
o = 486 variations
3 261 variations
s0.0m
2naTe 335 variations
somd o e
s 3 246 variations
40.8m 237 variations
L E 188 variations
b 269 variations
o 227 variari v
=z00m_url+'&rsize=10K"




NHGRI Current Topics in Genome Analysis 2006
Mining Genomic Sequence Data

@66 Map Viewer I
Back~ Forward - Reload Stop Home & hitp:/ ) oi.nlm.nih I7TAXID=96068CHR = — pheno,sts—r,genes snp(38950854 00X3A4 12 NCBI SNP map
Human genome Homo sapiens Build 36.2 (Current) UMAn GEenome |«
overview page (Build
362) Chromosome: 1234567[8]910111213141516171819202122 XY MT
PSR EII Query: dBs1170 OR d8s94 - not in this view, click here to see results ~ [clear]
sl Master Map: Variation Summary of Maps Maps & Options. [
Map Viewer Home g -
Region Displayed: 39,611,400-39,621,400 bp Download/View Sequence/Evidence
Map Viewer Help Pheno2|X] STS21X] Genes_seq2IX] variationX] Map Gene Het Validation Genotypes Avail
Human Maps Help 1 G -~ 0 oo wwes  Linkout Avail
FTP
Data As Table View o
Maps & Options
Compress Map Ml
Region Shown: 157460073 ¥ L bl
BT ¥ b b
11785546 ¥ L bl %
12 variati
=0Ilt variations
. 1510093794 ¥ LT E Ll
510112294 ¥ LT e bl
13824144 ¥ L ool ¥ T
ot 1512708194 ¥ LTE Lol
1513278646 ¥ il F
1513248168 ¥ L = Ll
P 153852338 ¥ I I ¥
3852339 ¥ L7 bkl %
o
13864654 ¥ L Ll F
. 4532566 ¥ Lo bl % ¥
1511998440
@ default T
PA—— 128804086 ¥ L = Ll
I 2198202 ¥ L bl
$4297011 ¥ L7 e bk % T !
157016021 ¥ L+ e bl F
P
sT815141 ¥ L7 e bl %
e 57009101 ¥ L7 e b k¥
7820447 ¥ Lo il ¥ ¥
7820462 ¥ Lo bl % ¥
39621K- 157842919 ¥ L | -4
\ & 152060802 ¥ L bl ¥ T
v
Reference SNP(refSNP)
refSNP ID: rs10093794 Allele Links
Organism: human (Homo sapiens) - . SNP:
Molecule Type: Genomic Variation Class: single nucleotide polymorphism
Created/Updated in build: 119/126 Alleles: G/T
Map to Genome Build: 36.1 A il E
SNP Details are organized in the following sections:
Validaion |

Fasta sequence (Legend)

Irs10093794lallelcP 01ltotalLen=’ lalleles='G/T'Imol=Gi iclbuild=126
Ttatatatat atatatat
ggattcaaaa
TCTGARATGA

TGGCTGTAAC ACARAAAATT
K

TGTAATAACT TGTTTCTTTA

reference NT_007995->NM 014237
sv function

B GeneView 4
GeneView via analysis of contig ADAMIS a disi in and i domain 18
Click to see [all] [cSNP] [has frequency] [double hit] [haplotye tagged] variations associated with this gene.

Lmnnbellm Contig->mRNA ‘Gene Model (contig mRNA transcript) Color Legend

Celera NW 923907->NM 01423
sv function

TG GIouP - (o >mRNA->Protein
Genome Variation label

Working Group
‘Whole Genome
dbMHC

dbSNP Protein Codon Amino acid
allele
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Find a chicken homolog of a human protein

6066

Back v Forward v Reload

Home | http: //www.ncbi.nlm.nih. Bl

BLAST Chicken Sequences.
centaswene n NCBI BLAST search
NCBI Home» Genomic Biology
Search | Map Viewer |

Go
Clear

Chicken Genome Resources » BLAST

BLAST

overview BLAST Chicken Sequences.

FAQs
News
Manual

References
Retrieve results

Genome Project

Set subsequence
From: To:

Database:
genome (reference only) v|

Program

TBLASTN: Compare 3 protein sequence against a nudeotice catabase

Optional parameters

Expect  Filter Descriptions Alignments

001 ] [low compiexity ] [100 ] 0 <

Advanced options:

Begin Search | Clear Input

Get the URL with preset values > Get URL
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CIEED Show positions of the BLAST hits in the chicken genome
using the Entrez Genomes MapViewer

| query= gi|55743080|ref|NP_001455.3| ADAM metallopeptidase domain 2
(Homo sapiens]
Length=735

| Distribution of 40 Blast Hits on the Query Sequence

| NCBI BLAST search

Mouse over to see the defline, click to show alignments

Color key for alignment scores

<40 40-50 >=200
Query " -
| o 100 200 300 400 500 €00 700
score  ®
. producing significant alignments: (Bits) value
ref |NW_096640.1|CgaUn_WCA36448_1 Gallus gallus chromosome Un le-97
ref NW_060535.1 Ggal5 WGA344_1 Callus gallus chromosome 15 ge

refNW_060814.1]Gqaln_WGA623_1 Gallus gallus chromosome Un ge
Gallus gallus chromosome 6 geno...
WGA62_1 Callus gallus chromosome 1 genom.

sequen
Length=35588

Score = 359 bits (922), Expect
Identities - 215/681 (31%), Posi
Frame = +1

le-9

7
tives = 345/681 (50%), Gaps = 36/681 (5%)

Gallus gallus chromosome Un genomic contig, whole genome shotgun

Sbjct 19972 RLRPRKCLASREF

Query 4 VLPLLSGLGGLRMDSNFDSLPVQIT-----VPEKIRSITKEGIESQASYKIVIEGKPYTV 58
VL 4L GL + s+ sY + .
Sbjct 19795 VLVVLL TP TVER TVSYWL 19971
Query 59 NLM-QKNFLPENFF MK 1EGY 116
G+ Q+ C ¥QG +4G P S+V + TC GLRG

Query 117  VIQFENVSYCI
L E +Y IEP+
Sbjct 20152 VLWMEGSTYEIEPI

FAHA Y44

IESRDLSFKLQSVEP 172
. L E+ ¥+ LQ+

TPEELQYQKTVLPWLQAPRT 20331

Query 173  QQDF. YIEMEVT IGLTNAIFVSENITII 224
+ o4 AYEes VIVE 4 b4V BRV RE 4 babE h 4

Sbjct 20332 KLVVVVDNVRF 1GDSL 20511

Query 225  LSSLELWIDENKI HTFL R-PHDVAFLLVYRE! TFQ 283
L NI T A++L PRW+ SL R HDAL ++ W+

Sbjct 20512 LVGLEIWTNSNPINI' KTL LAYL 20691

Gallus gallus (chicken) genome view
Build 1.1 statistics

2
[l ]
H 1)
II Il i3 00 0 0 o
1 2 4 H & I g 2 19 11 13
Wit ols: 1 ' 2 ' 1
3 i H i
0 ¢ o o s s 0 s e o .
14 15 16 17 18 13 2 21 2z p<3 24 25 26
Wit o1t 1 1
Hitss 2 H
2z 28 29 30 31 2 33 34 35 36 37 H
o
2 Loszociowzs Loes

Color key for scores:

Gallus gallus (chicken) Build 1.1

Chromosome: Unknown
'W_096640 (not localized on the chromosome)

Contig: N
12

Query: BLAST: gi|55743080|ref[NP_001455.3]| ADAM metallopeptidase domain 2
Color Key for Alignment Scores: RIS NISOSBON [/ (IE=7I1]
Master Map: Contig

Region Displayed: 19,550-22,050 bp

n::delzjﬁj zmn:]ﬁ] Een:es_seq:]& \:unti‘gﬁl accession o]

—

NCBI BLAST search

91011121314151617 1819202122 4 25

2829303132

Summary of Maps

o
10700
1380
1930
e
2u10e
o
e
o
o
e
s
auened| | NW_096640.1 ?
RN T,
21000
e Blast hit Identity=31% 662.4
21200

P
o
21500
poo
21700

21800
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Identify genes that overlap with an oligo tag

8066
Back v Reload Home &) http://www.ensembl.org/index.html
e ) Ensembl

.

Ensembl Genome Browser

v co'lGr

Search il Ensembl: [Anyihing =i

Aug 2006

Use Ensembl to...

= Run a BLAST search
Search Ensembl

Data mining [BioMart]
Export data
Download data

Docs and downloads

Information
What's New
About Ensembl
Ensembl data
Software

eeoee

Other links

= Home

= Sitemap
Vega

rel Pre Ensembl

! View previous release of
page in Archive!

e/ Stable Archive! link for this
page

€/ Archive! sites

= Trace server

sangerf] 3

Done

What's New in Ensembl 40

lew low-coverage genomes (L. african:
b novemcinctus, E. telfairi, O. cuniculs

Stickleback assembly and genebuild

Gasterosteus aculeatus)

» New species - Aedes aegypti (Aedes
aegypti)

» New Macaque assembly and genebuild
(A ca mulatta)

New genebuild on Rat assembl)

norvegicus)

About Ensembl

between EMBL - EBI and
develop a software system
maintains automatic
eukaryotic genomes.

mbl is primarily funded by the Wellcome

Ensembl is a joint proje
the Sanger Institut
which produces an

ust,

0 all the data and

This site provides free acc:
software from the Ensem
species name to browse th

ess to all the data prod by the project,
and to the software used to analyse and present
it, is provided free and without constraints. Some

data and software may be subject to th
aints.
For all e

Other sites using the Ensembl system

» EBI Genome Revie:
archaea and bacteria.
» VEGA - Vertebrate Genome Annotation

atabase - mainly

EBL.

Ensembl is available to downlo:

Mammalian genomes

W H Homo sapiens
3 | Vega

P Pan troglodytes
‘g Pantro 1.0 | NEWE pres
B Macaca mulatta

S T

Mus musculus

nceim3s | Vega

Rattus norvegicus
UPDATED! rosc s

Oryctolagus cuniculus
NEW! ricel

Canis famiaris
wt.mm Vega | UPDATED! pre!

» Bos taurus

) Sus scrofa
Pre; Newr (clone status ma

0] Dasypus novemcinctus
L NEW! riia

w Loxodonta africana

h‘ S NEW! ceooer
=W Fchinops telfair
NEW! Ten

i Monodeiphis domestica
i Mordam 4

pre] Omithortymchus anatinus
TE,  NEW! oanas

Other species

B Gallus gallus
> . C 1
x‘ Xenopus tropicalis
J614.1

Danio rerio

SR 2 | Vega

P Takifugu rubripes
2 Fucu 4.0

Tetraodon nigroviridis

TETRAODON 7

Gasterosteus aculeatus
| NEW! eroi0 51

Oryzias latipes
Pre.' MEDAKA 1

Cona intestinalis

Drosophila melanogaster
UPDATED! eoce 4

Anopheles gambise

(ll Aedes aegypti
NEWE iseat 1

g‘ Caenorhabditis elegans

Saccharomyces cerevisiae
o1

for public use - please see the code licence for details
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BlastView

Back v Forw

d Reload Stop Home | &} hup://www.ensembl.org/Multi/blastview

| Ensembl BLAST search

@/ Ensembl Multi Brastview

Search all Ensembl: [Anything ~|

Aug 2006

=

Use Ensembl to...

= Run a BLAST search
= Search Ensembl
Data mining [BioMart]

© Information
© What's New
© About Ensembl
O Ensembl data
O Software

Other links

page in Archive!

Rattus
norvegicus

New genebuild

Now in Ensembl!

«® G

Enter the Query Sequence

Either Paste sequences (max 30 sequences) in FASTA or plain text:

[isstresiijf Oniine Help J

Summary
» setup

HPSS_1
IARAAATGTCCGCCTGAAGAG

Or Upload a file containing one or more FASTA sequences
Browse...

Or Enter a sequence ID or accession (EMBL, UniProt, RefSeq)
Retrieve

Or Enter an existing ticket ID:
Retrieve

@ dna queries
€ peptide queries

@ Not yet initialised

» configure

@ Not yet initialised
» results

@ Not yet initialised

» display
@ Not yet initialised

Select the databases to search against

Sel?cl species: Gallus_gallus -
e ke toseleetmultiele | Gasterosteus_aculeatus 0
Homo_sapiens Y

@ dna database | Genomic sequence

El

" peptide database [Knawn Consensus CDS Peptides (CCDS peptides) |

Select the Search Tool

BLASTN {configurep T RUND

SSAHA2

TBLASTX
Search sensitivity: Near-exact matches (oligo) ||
Optiise search parameters 4o ind
the following alignments Exact matches

Near-exact matches
Near-exact matches (oligo)

About BlastView Allow some local missmatch

offering acoess to both BLAST and 5 No optimisation

see provided in the future. Many thanks for your time. [Feedback]

Blsstiew provides an intearated piz Distant homologies Ensembl databases,

e would like to hesr your impressions of ElastView, especially regarding functionality that you would Iike to

Q08 WTSI / EBI Ensembl is available to download for public

- please see the code licence for detail
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BlastView

Back v forvard  Reload Stop  Home | &]lhttp://www.ensembl.org/Multi/blastview/BLA_bp8fHVoSI

| Ensembl BLAST search

S
= Download data

Docs and downloads

© Information
© What's New
© About Ensembl
O Ensembl data
O Software

Other links

[ asignment Locations vs. Karyotype (click arrow to hide)

, Genomic

DB 86

sequence
* BLASTN
* Oligo sensitivity

o -filter: none
* -RepeatMasker
*-W:11
*-M:1
®-N:-3
*-Q:3
*-R:3
P results

» display
@ Not yet initialised

(¥ alignment Locations vs. Query (click arrow to hide)

+hsps
coverage
>MPSS_t

¥ alignment Summary (click arrow to hide)

Select rows to include in table, and type of sort
(Use the “ctrl” key to select multiples)

100% identity over
100% of the query
length

er Chromosome Clone
. _off_ 4

Name (f)

Start v |Start ¥
Link Chromosome

2 ars 2 O _Score E-vol XD Length
4] [S] [6] [C] 54998187 +  Chr:15 54998168 54998187 + 20 0.0063 100.00 20
= T = E X

© 2006 WTSI / EBI. Ensembl is available to download for public use - please see the code licence for details.
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Ensembl v40: Homo sapiens Features on Chromosome 15 54996168-55000187 I

Back v Forward  Reload Stop

Home | & htp: / /www.ensembl.org/Homo_ _bottom=

i1 wa-s] ENsembl ContigView

e! Ensembl Human ContigView

Search e/Human: [Anything ~| m_fﬁ

e.g. AL138722.15.1.44776, AL355340.17.1.112442

Aug 2006

=

Chromosome 15
54,996,168 - 55,000,187

View of Chromosome 15
Graphical view

Graphical overview

Export information about
region

Export sequence as FASTA
Export EMBL file

Export Gene info in region
Export SNP info in region
Export Vega info in region
View alignment with ...
View alongside ...
View Syntenic regions
View region in NCBI
browser

= View region in UCSC
browser

Use Ensembl to...

= Run a BLAST search

Search Ensembl

Data mining [BioMart]

= Upload and view data on
chromosome

= Export data
Download data

Docs and downloads

© Information
© What's New
© About Ensembl
© Ensembl data
O Software

Other links

= Home
= Sitemap
* Vega

El Chromosome 15

B Overview

Detailed view
[ Basepair view

[erm s

Chr. 15 band
Sz 5470 Wb 55 10Mb S

DNA(contigs)

Markers s24  AFME21 DI5S648  DISSTIEY
- ) Diss11

Ensembl Genes  “TEXY SSUHWA_HUMAN  'XP_945054 1 Lcan
NSt “TcF12

nCRNA Genes

EST Genes - — ' .
EESTgene

Gene legend RNA Pszudogene

Known Protein Coding I Ensembl Novel Protein oding

© 2006 WTS! / EBI. Ensembl is available to download for public use - please see the code licence for details.
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Ensembl v40: Homo sapiens Features on Chromosome 15 54996168-55000187 I
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e.g. AL138722.15.1.44776, AL355340.17.1.112442
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Chromosome 15
54,996,168 - 55,000,187

View of Chromosome 15
Graphical view

Graphical overview
Export information about
region

Export sequence as FASTA
Export EMBL file

Export Gene info in region
Export SNP info in region
Export Vega info in region
View alignment with ...
View alongside ...

View Syntenic regions ...
View region in NCBI
browser

= View region in UCSC
browser

Use Ensembl to...

= Run a BLAST search

= Search Ensembl

Data mining [BioMart]

= Upload and view data on
chromosome

= Export data
Download data

Docs and downloads

© Information
© What's New
© About Ensembl
© Ensembl data
O Software

Other links

= Home
= Sitemap
* Vega

Chromosome 15
& Overview
B Detailed view

Basepair view

Features v Comparativey DAS Sources¥ Repeats ¥ Decorations ¥ Exporty Image size'w Help v

Jump to region [15 :[54996168 -[55000187 Band:
<2116 | <1115 J < windov | + 116> ] 115 > |
-

—_——
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Length

£ EMBL mRNAS
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 Genscan
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-_— e
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bl Known Protein Coding
‘There are currently 56 tracks switched off, uss the menus above the image to turn them on
Ensembl Homo sapiens version 40.36b (NCEI 36) Chromosome 15 54,966, 168 - 55,000,187

© 2006 WTSI / EBI. Ensembl is available to download for public use - please see the code licence for details.
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= Graphical overview
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|_bottom=off;|=1 168

Home &} hitp:/
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T 02625+ + | Ensembl GeneView
B Transcript ENST00000343827 B
Transcript NP_996923.1 (RefSeq peptide 10) . Ta view 3l Ensembl genes lnked o th nam olck here
Transcript information  Exons: 13 Transcript length: 3,973 bps Protein length: 530 residues
[Eurther Transcript info] [Exon information] [Protein information]
Similarity Matches This Ensembl entry ¢ the following database identifiers:
RefSeq peptide: 996923.1 [Target i 96; Query %id: 100] [alian]
NM_207040.1 [Target %id 991 [align]
UniProtKB/TrEMB! Q723D9_HUMAN [Target i 100; Guery %id: 100] [alian]
QINQY1_HUMAN [Target Sid: 7; Query $id: 100] [align]
QINQYZ_HUMAN [Target %id: 13; busry %id: 100] [alion]
QINQY4_HUMAN [Target Sid: 4; Query id: 100] [align]
QINQYS_HUMAN [Target id: 4; Query %id: 100] [alian]
QINQYE_HUMAN [Target Sid: 9; Query id: 100] [alian]
QINQY7_HUMAN [Target id: &; Query %id: 100] [align]
EntrezGene: 6938
Agilent CGH: A_14_P120408 (Target %id: 1; Query %id: 100]
Agilent Probe: A_23_P151930 (Target %id: 1; Query %id: 100]
A_24_PB2142 [Target 5id: 1; Query %id: 100]
EMBL: AF271611 [alion] AF271612 [alion] AF271613 [alion] AF271614 [align]
AF271616 [alion] AF271617 [align] BX537967 [align]
" IPI00384979.2 [Target id: 96; Qusry %id: 100]
Protein ID: AAF82571.1 [align] ~ AAF82572.1 [align] ~ AAF82573.1 [alion] ~ AAF82575.1 [align]
AAF82576.1 [align] ~ AAF82578.1 [align] ~ CAD97931.1 [alian]
UniGene: 95728 (Target id:9; Query id: 951
H5.608843 (Target %id: 12; Query it 99]
Affymx Microarray Focus:  208986_at
Affymx Microarray HuGeneFL:  M83233 _at
Affymx Microarray U133: 208986_at 208986_at 208986_at 238041_at
238041 _at 15.21704.0.52 3p at Hs.82572.0.A1 3p at
Affymx Microarray U95: 33348 at 33348 at 54311 at
Hlumina: GI_4585865 [Target %id: 1 Query %id: 100]
GO The following GO terms have been mapped to this entry via UniProt and/or RefSeq:
60:0005634 [nucleus] TEA
60:0030528 [ requlator activity] TEA
60:0045449 [requlation of transcription] TEA
o IPRO01092 Basic helix-loop-hel region bHLH - [View other genes with this domain]
Protein Family ENSF00000000830 : TRANSCRIPTION FACTOR TRANSCRIPTION FACTOR
This cluster contains 3 Ensembl gene member(s) in this species.
Transcrptstcture |/\W’/W|/\"/\|/\|/\D
‘;—nmm I
Protein features [Peptide ] ¥
H
©06 Ensembl v40: Homo sapiens Exon Report for ENST00000343827 N
Bk romard » seoad S Home [EL s/ marseTBLariFome: - ENST00000343827.db-core Ensembl ExonView
<l Archive! sites. 10 ENSE00001126370 15 1 55,342,602 55,342,764 1 2 163 B
= Trace server
Intron 10-11 15 1 55,342,765 55,352,519 9,755 gtatttgttagcatccaggttttaa.........
4 n ENSEQ0001126365 15 1 3! 0 55,352,752 2 1 233
SEEE B
Intron 11-12 15 1 55352753 55,361,934 9,182 gtaagtaggttoageegagatgtat. . ...
12 ENSE00001103528 15 1  55361,935 55,362,088 1 - 154
CCANCCCTATGGGTCATATGTAMCATCAGCCAG
Intron 12-13 15 1 55362,089 55,365,646 3,558 gtaagtacqggtitgaaaagaaaca. ...
13 ENSE00001405489 15 1 55365647 55,368,004 - - 2,358
TCTTTTTTTTARCACAGT
3'downstreamsequence ~ asaatagtgagttttttacatttctctttctcaaataataatgtattttg..........
B Supporting Evidence
The supporting evidence below consists of the sequence matches on which the exon predictions were based and are sorted by alignment score.
There are a large number of supporting evidence hits for this transcript. Only the top ten 10 hits have been shown. Click to view all 16 supporting evidence hits.
Score: W WS- W 0 W-=7s WEl-= W<= [ |NOEVIDENCE
T 2 34 s 6 7 s o o 1 2 u
NM_z07040.1
200i0.1] fachr 12 (HTF4, ranscripion
NM_207037.1
207037 1] fachr 12 (HTF4, ranscripion
NM_z0703 1 k&
Done
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Additional resources

UCSC Human Genome Browser User Guide
http://genome.ucsc.edu/goldenPath/help/hg TracksHelp.html

NCBI Genomic Biology
http://www.ncbi.nih.gov/Genomes/

NCBI MapViewer Help
http://www.ncbi.nlm.nih.gov/mapview/static/Map ViewerHelp.html|

Ensembl Worked Example
http://www.ensembl.org/info/worked_example.pdf

September 2002

gnet ICS

guide to
the human
genome

w 5
Www.nature.com/naturegenetics

http://www.nature.com/ng/supplements/
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